
SUBSTITUTE SEQUENCE LISTING 



<110> Dumas Milne Edwards, Jean-Baptiste 
Duclert Aymeric, 
Bougueleret Lydie 

<12 0> Extended cDNAs 

<130> GENSET.019A 

<140> 09/215,435 
<141> 1998-12-17 

<150> 60/069,957 
<151> 1997-12-17 

<150> 60/074,121 
<151> 1998-2-9 

<150> 60/081,563 
<151> 1998-4-13 

<150> 60/096,116 
<151> 1998-8-10 

<160> 519 

<170> Patent. pm 



<210> 1 
<211> 47 
<212> RNA 

<213> Artificial Sequence 
<220> 

<223> in vitro transcription product 
<220> 

<221> modif ied_base 
<222> 1 
<223> m7g 

<400> 1 

ggcauccuac ucccauccaa uuccacccua acuccuccca ucuccac 47 

<210> 2 
<211> 46 
<212> RNA 

<213> Artificial Sequence 
<22Q> 

<223> in '^'■itro transcription product 



<400> 2 

gcauccuacu cccauccaau uccacccuaa cuccucccau cuccac 



46 



1 



f 



# 



<210> 3 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 3 

atcaagaatt cgcacgagac catta 25 

<210> 4 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 



<210> 5 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 5 

ccgacaagac caacgtcaag gccgc 25 

<210> 6 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 



<210> 7 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 7 

agtgattcct gctactttgg atggc 25 



<400> 4 

taatggtctc gtgcgaattc ttgat 



25 



<400> 6 

tcaccagcag gcagtggctt aggag 



25 



<210> 8 



2 



<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 8 

gcttggtctt gttctggagt ttaga 

<210> 9 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 9 

tccagaatgg gagacaagcc aattt 

<210> 10 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 10 

agggaggagg aaacagcgtg agtcc 

<210> 11 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 11 

^tgggaaagg aaaagactca tatca 

<210> 12 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 12 

agcagcaaca atcaggacag cacag 

<210> 13 
<211> 25 
<212> DNA 



25 



25 



25 



25 



3 



<213> Artificial Sequence 



<220> 

<223> oligonucleotide 
<400> 13 

atcaagaatt cgcacgagac catta 25 

<210> 14 
<211> 67 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<220> 

<221> misc_feature 
<222> 67 

<223> n=a, g, c or t 



<400> 14 

atcgttgaga ctcgtaccag cagagtcacg agagagacta cacggtactg gttttttttt 60 
tttttvn 67 



<210> 15 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 15 

ccagcagagt cacgagagag actacacgg 2 9 

<210> 16 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 16 

cacgagagag actacacggt actgg 2 5 



<210> 17 

<211> 526 

<212> DNA 

<213> Homo Sapiens 



<220> 

<221> misc_f eature 

<222> complement (261 376) 

<223> blastn 



4 



<220> 

<221> misc_f eature 

<222> complement (380 486) 

<223> blastn 



<220> 

<221> misc__f eature 

<222> complement (110 145) 

<223> blastn 



<220> 

<221> misc_feature 

<222> complement (196 22 9) 

<223> blastn 



<220> 

<221> sig_peptide 

<222> 90 . . 140 

<223> Von Heijne matrix 

<220> 

<221> misc_feature 

<222> 290 

<223> n=a, g, c or t 



<400> 17 

aatatrarac agctacaata ttccagggcc artcacttgc catttctcat aacagcgtca 60 
gagagaaaga actgactgar acgtttgag atg aag aaa gtt etc etc ctg ate 113 

Met Lys Lys Val Leu Leu Leu lie 
-15 -10 
aca gee ate ttg gca gtg get gtw ggt tte eca gte tet caa gae cag 161 
Thr Ala lie Leu Ala Val Ala Val Gly Phe Pro Val Ser Gin Asp Gin 

-5 15 
gaa cga gaa aaa aga agt ate agt gac age gat gaa tta get tea ggr 209 
Glu Arg Glu Lys Arg Ser lie Ser Asp Ser Asp Glu Leu Ala Ser Gly 

10 15 20 

wtt ttt gtg ttc cct tac eea tat eca ttt ege eca ctt eea eea att 257 
Xaa Phe Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro Pro lie 

25 30 35 

eca ttt eea aga ttt eea tgg ttt aga egt aan ttt eet att eca ata 3 05 

Pro Phe Pro Arg Phe Pro Trp Phe Arg Arg Xaa Phe Pro lie Pro lie 
40 45 50 55 

eet gaa tet gee cct aca act ecc ctt cct age gaa aag taaacaaraa 3 54 

Pro Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 

60 65 
ggaaaagtea erataaaeet ggtcacctga aattgaaatt gagceactte cttgaaraat 414 
eaaaattcet gttaataaaa raaaaaeaaa tgtaattgaa atageacaca gcattcteta 4 74 
gteaatatet ttagtgatct tetttaataa acatgaaage aaaaaaaaaa aa 526 



<210> 18 

<211> 17 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> SIGNAL 
<222> 1. .17 



5 



<223> Von Heijne matrix 
score 8.2 

seq LLLITAILAVAVG/FP 
<400> 18 

Met Lys Lys Val Leu Leu Leu lie Thr Ala lie Leu Ala Val Ala Val 
15 10 15 

Gly 

<210> 19 

<211> 822 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> misc_feature 
<222> 260. .464 
<223> blastn 

<220> 

<221> misc_feature 
<222> 118. .184 
<223> blastn 

<220> 

<221> misc_feature 
<222> 56. .113 
<223> blastn 

<220> 

<221> misc_feature 
<222> 454. .485 
<223> blastn 

<220> 

<221> misc_feature 
<222> 118. .545 
<223> blastn 

<220> 

<221> misc_feature 
<222> 65. .369 
<223> blastn 

<220> 

<221> misc_feature 
<222> 61. .399 
<223> blastn 

<220> 

<221> misc_feature 
<222> 408. .458 
<223> blastn 

<220> 

<221> misc_feature 
<222> 60. .399 



6 



<223> blastn 



<220> 

<221> misc_f eature 

<222> 393. .432 

<223> blastn 



<220> 

<221> sig^peptide 

<222> 346. .408 

<223> Von Heijne matrix 

<220> 

<221> misc_f eature 

<222> 115 

<223> n=a, g, c or t 



<400> 19 

actcctttta gcataggggc ttcggcgcca gcggccagcg ctagtcggtc tggtaagtgc 60 
ctgatgccga gttccgtctc tcgcgtcttt tcctggtccc aggcaaagcg gasgnagatc 12 0 
ctcaaacggc ctagtgcttc gcgcttccgg agaaaatcag cggtctaatt aattcctctg 180 
gtttgttgaa gcagttacca agaatcttca accctttccc acaaaagcta attgagtaca 240 
cgttcctgtt gagtacacgt tcctgttgat ttacaaaagg tgcaggtatg agcaggtctg 3 00 
aagactaaca ttttgtgaag ttgtaaaaca gaaaacctgt tagaa atg tgg tgg ttt 357 

Met Trp Trp Phe 
-20 

etc agt ttc ctt cot tea gcc ctt gta att tgg aca tct 405 
Leu Ser Phe Leu Pro Ser Ala Leu Val lie Trp Thr Ser 

-10 -5 
ata ttt tea tae att aet gea gta aca etc cac eat ata 453 
He Phe Ser Tyr He Thr Ala Val Thr Leu His His He 

5 10 15 

tta cet tat ate agt gae aet ggt aca gta get cca raa 501 
Leu Pro Tyr He Ser Asp Thr Gly Thr Val Ala Pro Xaa 

20 25 30 

ttt ggg gea atg eta aat att gcg gea gtt tta tgt caa 549 
Phe Gly Ala Met Leu Asn He Ala Ala Val Leu Cys Gin 
35 40 45 

aaa tagaaatcag gaarataatt caacttaaag aaktteattt eatgaeeaaa 602 
Lys 

ctettcaraa acatgtettt acaagcatat ctettgtatt getttctaca ctgttgaatt 662 
gtetggeaat atttetgeag tggaaaattt gatttarmta gttettgaet gataaatatg 722 
gtaaggtggg etttteeece tgtgtaattg gctactatgt cttaetgage caagttgtaw 782 
tttgaaataa aatgatatga gagtgaeaca aaaaaaaaaa 822 



cag caa gge 
Gin Gin Gly 
-15 

get get ttc 
Ala Ala Phe 
1 

gae eeg get 
Asp Pro Ala 

aaa tge tta 
Lys Cys Leu 



<210> 20 

<211> 21 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> SIGNAL 
<222> 1. .21 

<223> Von Heijne matrix 
score 5.5 

seq SFLPSALVIWTSA/AF 



7 



• 



<400> 20 

Met Trp Trp Phe Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val 
15 10 15 

lie Trp Thr Ser Ala 
20 

<210> 21 
<211> 405 
<212> DNA 

<213> Homo Sapiens 
<220> 

<221> misc_f eature 

<222> complement (103 .. 398) 

<223> blastn 

<220> 

<221> sig_peptide 

<222> 185. .295 

<223> Von Heijne matrix 

<400> 21 

atcaccttct tctccatcct tstctgggcc agtccccarc ccagtccctc tcctgacctg 60 
cccagcccaa gtcagccttc agcacgcgct tttctgcaca cagatattcc aggcctacct 12 0 
ggcattccag gacctccgma atgatgctcc agtcccttac aagcgcttcc tggatgaggg 180 
tggc atg gtg ctg acc acc etc ccc ttg ccc tct gcc aac age cct gtg 229 
Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val 
-35 -30 -25 

aac atg ccc acc act ggc ccc aac age ctg agt tat get age tct gcc 277 
Asn Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tyr Ala Ser Ser Ala 

-20 -15 -10 

ctg tec ccc tgt ctg acc get eca aak tec ccc egg ctt get atg atg 325 
Leu Ser Pro Cys Leu Thr Ala Pro Xaa Ser Pro Arg Leu Ala Met Met 



-5 15 10 

cct gac aac taaatatcct tatccaaatc aataaarwra raatcctccc 374 
Pro Asp Asn 

tccaraaggg tttctaaaaa caaaaaaaaa a 405 



<210> 22 
<211> 37 
<212> PRT 

<213> Homo Sapiens 
<220> 

<221> SIGNAL 
<222> 1. .37 

<223> Von Heijne matrix 
score 5 . 9 

seq LSYASSALSPCLT/AP 
<400> 22 

Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val Asn 

15 10 15 

Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tyr Ala Ser Ser Ala Leu 

20 25 30 

Ser Pro Cys Leu Thr 
35 
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<210> 23 

<211> 496 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> misc_f eature 

<222> 149. .331 

<223> blastn 



<220> 

<221> misc_f eature 

<222> 328 . .485 

<223> blastn 



<220> 

<221> misc_f eature 

<222> complement (182 . .496) 

<223> blastn 



<220> 

<221> sig_peptide 

<222> 196. .240 

<223> Von Heijne matrix 

<220> 

<221> misc_feature 

<222> 101 

<223> n=a, g, c or t 



<400> 23 

aaaaaattgg tcccagtttt caccctgccg cagggctggc tggggagggc agcggtttag 60 
attagccgtg gcctaggccg tttaacgggg tgacacgagc ntgcagggcc gagtccaagg 12 0 
cccggagata ggaccaaccg tcaggaatgc gaggaatgtt tttcttcgga ctctatcgag 180 
gcacacagac agacc atg ggg att ctg tct aca gtg aca gcc tta aca ttt 231 
Met Gly lie Leu Ser Thr Val Thr Ala Leu Thr Phe 
-15 -10 -5 

gcc ara gcc ctg gac ggc tgc aga aat ggc att gcc cac cct gca agt 279 
Ala Xaa Ala Leu Asp Gly Cys Arg Asn Gly lie Ala His Pro Ala Ser 

15 10 
gag aag cac aga etc gag aaa tgt agg gaa etc gag asc asc cac teg 32 7 

Glu Lys His Arg Leu Glu Lys Cys Arg Glu Leu Glu Xaa Xaa His Ser 

15 20 25 

gcc cca gga tea acc cas cac cga aga aaa aca acc aga aga aat tat 3 75 

Ala Pro Gly Ser Thr Xaa His Arg Arg Lys Thr Thr Arg Arg Asn Tyr 
30 35 40 45 

tct tea gee tgaaatgaak eegggatcaa atggttgetg atearagccc 424 
Ser Ser Ala 

atatttaaat tggaaaagtc aaattgasca ttattaaata aagcttgttt aatatgtcte 484 
aaacaaaaaa aa 496 



<210> 24 

<211> 15 

<212> PRT 

<213> Homo Sapiens 
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<220> 

<221> SIGNAL 
<222> 1. .15 

<223> Von Heijne matrix 
score 5.5 

seq ILSTVTALTFAXA/LD 



<220> 

<221> UNSURE 
<222> 14 

<223> Xaa = any one of the twenty amino acids 
<400> 24 

Met Gly lie Leu Ser Thr Val Thr Ala Leu Thr Phe Ala Xaa Ala 
15 10 15 



<210> 25 

<211> 623 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> sig_peptide 

<222> 49. .96 

<223> Von Heijne matrix 



<400> 25 

aaagatccct gcagcccggc aggagagaag gctgagcctt ctggcgtc atg gag agg 57 

Met Glu Arg 
-15 

etc gtc eta acc ctg tgc acc etc ccg ctg get gtg gcg tet get ggc 105 
Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala Ser Ala Gly 

-10 -5 1 

tgc gee acg acg eca get cgc aac ctg age tgc tac eag tgc tte aag 153 
Cys Ala Thr Thr Pro Ala Arg Asn Leu Ser Cys Tyr Gin Cys Phe Lys 

5 10 15 

gtc age age tgg acg gag tgc ccg cce acc tgg tgc age ccg ctg gae 201 
Val Ser Ser Trp Thr Glu Cys Pro Pro Thr Trp Cys Ser Pro Leu Asp 
20 25 30 35 

caa gtc tgc ate tec aac gag gtg gtc gtc tet ttt aaa tgg agt gta 24 9 

Gin Val Cys He Ser Asn Glu Val Val Val Ser Phe Lys Trp Ser Val 

40 45 50 

cgc gtc ctg etc age aaa cgc tgt get cce aga tgt cce aac gae aac 2 97 

Arg Val Leu Leu Ser Lys Arg Cys Ala Pro Arg Cys Pro Asn Asp Asn 

55 60 65 

atg aak tte gaa tgg teg ccg gee cce atg gtg caa ggc gtg ate ace 34 5 

Met Xaa Phe Glu Trp Ser Pro Ala Pro Met Val Gin Gly Val He Thr 

70 75 80 

^99 cgc tgc tgt tec tgg get etc tgc aac agg gea ctg acc eca eag 393 
Arg Arg Cys Cys Ser Trp Ala Leu Cys Asn Arg Ala Leu Thr Pro Gin 

85 90 95 

9^9 999 cgc tgg gee ctg era ggg ggg etc ctg etc eag gae cet teg 441 
Glu Gly Arg Trp Ala Leu Xaa Gly Gly Leu Leu Leu Gin Asp Pro Ser 
100 105 110 115 

^99 99<^ ^cc tgg gtg egg eca eag ctg ggg etc eca etc tgc 489 

Arg Gly Xaa Lys Thr Trp Val Arg Pro Gin Leu Gly Leu Pro Leu Cys 
120 125 130 
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ctt ccc awt tec aac ccc etc tgc cca rgg gaa acc cag gaa gga 534 
Leu Pro Xaa Ser Asn Pro Leu Cys Pro Xaa Glu Thr Gin Glu Gly 

135 140 145 

taacactgtg ggtgccccca cctgtgcatt gggaccacra cttcaccctc ttggaracaa 594 
taaactctca tgcccccaaa aaaaaaaaa 623 

<210> 26 
<211> 16 
<212> PRT 

<213> Homo Sapiens 
<220> 

<221> SIGNAL 
<222> 1 . . 16 

<223> Von Heijne matrix 
score 10.1 

seq LVLTLCTLPLAVA/SA 
<400> 26 

Met Glu Arg Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala 
15 10 15 

<210> 27 

<211> 848 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> sig_peptide 

<222> 32. .73 

<223> Von Heijne matrix 

<400> 27 

aactttgcct tgtgttttcc accctgaaag a atg ttg tgg ctg etc ttt ttt 52 

let Leu Trp Leu Leu Phe Phe 
-10 

tgt caa cca ggt gca gaa aat 100 
Cys Gin Pro Gly Ala Glu Asn 
5 

aca get ctg gga gat aaa gca 148 
Thr Ala Leu Gly Asp Lys Ala 

20 25 
etc ttc aaa geg atg gta get 196 
Leu Phe Lys Ala Met Val Ala 
35 40 
gaa gca aca gaa att tee cat 244 
Glu Ala Thr Glu He Ser His 
55 

gta tea ttc tgg ttt gtg gtt 2 92 

Val Ser Phe Trp Phe Val Val 
70 

cet get gtt gag gtg caa tea 340 
Pro Ala Val Glu Val Gin Ser 
85 

aac aat gee ttc ttt eta aat 388 
Asn Asn Ala Phe Phe Leu Asn 
100 105 



ctg gtg act 
Leu Val Thr 
-5 

get ttt aaa 
Ala Phe Lys 
10 

tat gee tgg 
Tyr Ala Trp 

ttc tee atg 
Phe Ser Met 

gtc eta ctt 
Val Leu Leu 
60 

aca gae cet 
Thr Asp Pro 
75 

gee ata aga 
Ala He Arg 
90 



gee att cat 
Ala He His 

gtg aga ctt 
Val Arg Leu 
15 

gat ace aat 
Asp Thr Asn 
30 

aga aaa gtt 
Arg Lys Val 
45 

tgc aat gta 
Cys Asn Val 

tea aaa aat 
Ser Lys Asn 

atg aac aag 
Met Asn Lys 
95 



get gaa etc 
Ala Glu Leu 
1 

agt ate aga 
Ser He Arg 

gaa gaa tac 
Glu Glu Tyr 

ccc aac aga 
Pro Asn Arg 
50 

ace cag agg 
Thr Gin Arg 
65 

cac acc ctt 
His Thr Leu 
80 

aac egg ate 
Asn Arg He 
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gac caa act ctg gaa ttt tta aaa ate cct tec aca ctt gca cca ccc 436 
Asp Gin Thr Leu Glu Phe Leu Lys lie Pro Ser Thr Leu Ala Pro Pro 

110 115 120 

cLtg gac cca tct gtg ccc ate tgg att att ata ttt ggt gtg ata ttt 484 
Met Asp Pro Ser Val Pro lie Trp lie lie lie Phe Gly Val lie Phe 

125 130 135 

tge ate ate ata gtt gca att gca eta ctg att tta tea ggg ate tgg 532 
Cys lie lie lie Val Ala lie Ala Leu Leu lie Leu Ser Gly lie Trp 

140 145 150 

caa cgt ada ara aag aac aaa gaa cca tct gaa gtg gat gac get gaa 580 
Gin Arg Xaa Xaa Lys Asn Lys Glu Pro Ser Glu Val Asp Asp Ala Glu 

155 160 165 

rat aak tgt gaa aac atg ate aca att gaa aat ggc ate ccc tct gat 62 8 

Xaa Xaa Cys Glu Asn Met lie Thr lie Glu Asn Gly lie Pro Ser Asp 
170 175 180 185 

ccc ctg gac atg aag gga ggg eat att aat gat gcc ttc atg aca gag 676 
Pro Leu Asp Met Lys Gly Gly His lie Asn Asp Ala Phe Met Thr Glu 

190 195 200 

gat gag agg etc ace cct etc tgaagggetg ttgttctgct tectcaaraa 72 7 

Asp Glu Arg Leu Thr Pro Leu 
205 

attaaaeatt tgtttctgtg tgactgctga geatcctgaa ataecaagag eagatcatat 787 
wttttgtttc accattcttc ttttgtaata aattttgaat gtgcttgaaa aaaaaaaaaa 847 
e 848 



<210> 28 

<211> 14 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> SIGNAL 
<222> 1. .14 

<223> Von Heijne matrix 
score 10.7 

seq LWLLFFLVTAIHA/EL 



<400> 28 

Met Leu Trp Leu Leu Phe Phe Leu Val Thr Ala lie His Ala 
15 10 



<210> 29 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 29 

gggaagatgg agatagtatt gectg 25 

<210> 30 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> oligonucleotide 



<400> 30 

ctgccatgta catgatagag agattc 

<210> 31 

<211> 546 

<212> DNA 

<213> Homo Sapiens 



<220> 

<221> promoter 
<222> 1. .517 



<220> 

<223> codon_start="518" 
<220> 

<221> protein_bind 
<222> 17. .25 

<223> matinspector prediction 
name CMYB_01 
score 0.983 
sequence tgtcagttg 

<220> 

<221> protein_bind 
<222> complement (18 .. 27) 
<223> matinspector prediction 

name MY0D_Q6 

score 0.961 

sequence cccaactgac 

<220> 

<221> protein_bind 
<222> complement (75 .. 85) 
<223> matinspector prediction 

name S8_01 

score 0.960 

sequence aatagaattag 

<220> 

<221> protein_bind 
<222> 94. .104 

<223> matinspector prediction 
name S8_01 
score 0.966 
sequence aactaaattag 

<220> 

<221> protein_bind 

<222> complement (129 .. 139) 

<223> matinspector prediction 

name DELTAEF1_01 

score 0.960 

sequence gcacacctcag 



<220> 

<221> protein_bind 

<222> complement (155 165) 

<223> matinspector prediction 

name GATA_C 

score 0.964 

sequence agataaatcca 

<220> 

<221> protein_bind 
<222> 170. .178 

<223> matinspector prediction 
name CMYB_01 
score 0.958 
sequence cttcagttg 

<220> 

<221> protein_bind 
<222> 176 . .189 

<223> matinspector prediction 
name GATA1_02 
score 0.959 

sequence ttgtagataggaca 

<220> 

<221> protein_bind 
<222> 180. .190 

<223> matinspector prediction 
name GATA_C 
score 0.953 
sequence agataggacat 

<220> 

<221> protein_bind 
<222> 284. .299 

<223> matinspector prediction 
name TAL1ALPHAE47_01 
score 0.973 

sequence cataacagatggtaag 

<220> 

<221> protein_bind 
<222> 284 . .299 

<223> matinspector prediction 
name TAL1BETAE47_01 
score 0.983 

sequence cataacagatggtaag 

<220> 

<221> protein_bind 
<222> 284. .299 

<223> matinspector prediction 
name TAL1BETAITF2_01 
score 0.978 

sequence cataacagatggtaag 



14 



<220> 

<221> protein_bind 

<222> complement (287 .. 296) 

<223> mat inspector prediction 

name MY0D_Q6 

score 0.954 

sequence accatctgtt 

<220> 

<221> protein_bind 

<222> complement (3 02 314) 

<223> matinspector prediction 

name GATA1_04 

score 0.953 

sequence tcaagataaagta 

<220> 

<221> protein_bind 
<222> 393 . .405 

<223> matinspector prediction 
name IK1_01 
score 0.963 

sequence agttgggaattcc 

<220> 

<221> protein_bind 
<222> 393 . .404 

<223> matinspector prediction 
name IK2_01 
score 0.985 
sequence agttgggaattc 

<220> 

<221> protein_bind 
<222> 396. .405 

<223> matinspector prediction 
name CREL_01 
score 0.962 
sequence tgggaattcc 

<220> 

<221> protein_bind 
<222> 423 . .436 

<223> matinspector prediction 
name GATA1_02 
score 0.950 

sequence tcagtgatatggca 

<220> 

<221> protein_bind 

<222> complement (478 .. 489) 

<223> matinspector prediction 

name SRY_02 

score 0.951 

sequence taaaacaaaaca 



<220> 



<221> protein_bind 
<222> 486. .493 

<223> matinspector prediction 
name E2F_02 
score 0.957 
sequence tttagcgc 

<220> 

<221> protein_bind 

<222> complement (514 .. 521) 

<223> matinspector prediction 

name MZF1_01 

score 0.975 

sequence tgagggga 

<400> 31 

tgagtgcagt gttacatgtc agttgggtta agtttgttaa tgtcattcaa atcttctatg 60 

tcttgatttg cctgctaatt ctattatttc tggaactaaa ttagtttgat ggttctatta 120 

gttattgact gaggtgtgct aatctcccat tatgtggatt tatctatttc ttcagttgta 180 

gataggacat tgatagatac ataagtacca ggacaaaagc agggagatct tttttccaaa 240 

atcaggagaa aaaaatgaca tctggaaaac ctatagggaa aggcataaca gatggtaagg 3 00 

atactttatc ttgagtagga gagccttcct gtggcaacgt ggagaaggga agaggtcgta 360 

gaattgagga gtcagctcag ttagaagcag ggagttggga attccgttca tgtgatttag 42 0 

catcagtgat atggcaaatg tgggactaag ggtagtgatc agagggttaa aattgtgtgt 480 

tttgttttag cgctgctggg gcatcgcctt gggtcccctc aaacagattc ccatgaatct 54 0 

cttcat 546 

<210> 32 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 32 

gtaccaggga ctgtgaccat tgc 23 

<210> 33 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 33 

ctgtgaccat tgctcccaag agag 24 

<210> 34 

<211> 861 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> promoter 
<222> 1. .806 
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<220> 

<223> codon_start="807" 
<220> 

<221> protein_bind 
<222> complement (60 .. 70) 
<223> matinspector prediction 

name NFY_Q6 

score 0.956 

sequence ggaccaatcat 

<220> 

<221> protein_bind 
<222> 70 . . 77 

<223> matinspector prediction 
name MZF1_01 
score 0.962 
sequence cctgggga 

<220> 

<221> protein_bind 
<222> 124. .132 

<223> matinspector prediction 
name CMYB_01 
score 0.994 
sequence tgaccgttg 

<220> 

<221> protein_bind 
<222> complement (126 .. 134) 
<223> matinspector prediction 
name VMYB_02 
score 0.985 
sequence tccaacggt 

<220> 

<221> protein_bind 
<222> 135. .143 

<223> matinspector prediction 
name STAT_01 
score 0.968 
sequence ttcctggaa 

<220> 

<221> protein_bind 
<222> complement (135. . 143) 
<223> matinspector prediction 
name STAT_01 
score 0.951 
sequence ttccaggaa 

<220> 

<221> protein_bind 
<222> complement (252 259) 
<223> matinspector prediction 
name MZFl 01 



score 0.956 
sequence ttggggga 

<220> 

<221> protein_bind 
<222> 357. .368 

<223> matinspector prediction 
name IK2_01 
score 0.965 
sequence gaatgggatttc 

<220> 

<221> protein_bind 
<222> 384. .391 

<223> matinspector prediction 
name MZF1_01 
score 0.986 
sequence agagggga 

<220> 

<221> protein_bind 

<222> complement (410 .. 421) 

<223> matinspector prediction 

name SRY_02 

score 0.955 

sequence gaaaacaaaaca 

<220> 

<221> protein_bind 
<222> 592 . .599 

<223> matinspector prediction 
name MZF1_01 
score 0.960 
sequence gaagggga 

<220> 

<221> protein_bind 
<222> 618. .627 

<223> matinspector prediction 
name MY0D_Q6 
score 0.981 
sequence agcatctgcc 

<220> 

<221> protein_bind 
<222> 632. .642 

<223> matinspector prediction 
name DELTAEF1_01 
score 0.958 
sequence tcccaccttcc 

<220> 

<221> protein_bind 

<222> complement (813 823) 

<223> matinspector prediction 

name S8_01 

score 0.992 



sequence gaggcaattat 

<220> 

<221> protein_bind 
<222> complement (824 831) 
<223> matinspector prediction 
name MZF1_01 
score 0.986 
sequence agagggga 



<220> 

<221> misc_feature 

<222> 335,376 

<223> n=a, g, c or t 



<400> 34 

tactataggg cacgcgtggt cgacggccgg gctgttctgg agcagagggc atgtcagtaa 60 

tgattggtcc ctggggaagg tctggctggc tccagcacag tgaggcattt aggtatctct 120 

cggtgaccgt tggattcctg gaagcagtag ctgttctgtt tggatctggt agggacaggg 180 

ctcagagggc taggcacgag ggaaggtcag aggagaaggs aggsarggcc cagtgagarg 240 

ggagcatgcc ttcccccaac cctggcttsc ycttggymam agggcgktty tgggmacttr 300 

aaytcagggc ccaascagaa scacaggccc aktcntggct smaagcacaa tagcctgaat 360 

gggatttcag gttagncagg gtgagagggg aggctctctg gcttagtttt gttttgtttt 42 0 

ccaaatcaag gtaacttgct cccttctgct acgggccttg gtcttggctt gtcctcaccc 480 

agtcggaact ccctaccact ttcaggagag tggttttagg cccgtggggc tgttctgttc 540 

caagcagtgt gagaacatgg ctggtagagg ctctagctgt gtgcggggcc tgaaggggag 6 00 

tgggttctcg cccaaagagc atctgcccat ttcccacctt cccttctccc accagaagct 660 

tgcctgagct gtttggacaa aaatccaaac cccacttggc tactctggcc tggcttcagc 720 

ttggaaccca atacctaggc ttacaggcca tcctgagcca ggggcctctg gaaattctct 780 

tcctgatggt cctttaggtt tgggcacaaa atataattgc ctctcccctc tcccattttc 840 

tctcttggga gcaatggtca c 861 



<210> 35 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 35 

ctgggatgga aggcacggta 20 

<210> 36 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 36 

gagaccacac agctagacaa 20 



<210> 37 
<211> 555 
<212> DNA 
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<213> Homo Sapiens 
<220> 

<221> promoter 

<222> 1. .500 

<220> 

<223> codon_start="501" 
<220> 

<221> protein_bind 
<222> 191. .206 

<223> matinspector prediction 
name ARNT_01 
score 0.964 

sequence ggactcacgtgctgct 

<220> 

<221> protein_bind 
<222> 193. .204 

<223> matinspector prediction 
name NMYC_01 
score 0.965 
sequence actcacgtgctg 

<220> 

<221> protein_bind 
<222> 193. .204 

<223> matinspector prediction 
name USF_01 
score 0.985 
sequence actcacgtgctg 

<220> 

<221> protein_bind 

<222> complement (193 .. 204) 

<223> matinspector prediction 

name USF_01 

score 0.985 

sequence cagcacgtgagt 

<220> 

<221> protein_bind 

<222> complement (193 .. 204) 

<223> matinspector prediction 

name NMYC_01 

score 0.956 

sequence cagcacgtgagt 

<220> 

<221> protein_bind 

<222> complement (193 . .204) 

<223> matinspector prediction 

name iyrYCMAX_02 

score 0.972 

sequence cagcacgtgagt 
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:220> 

:221> protein_bind 
:222> 195. .202 

:223> matinspector prediction 
name USF_C 
score 0.997 
sequence tcacgtgc 

:220> 

22 1> protein_bind 
:222> complement (195 .. 202) 
223> matinspector prediction 
name USF_C 
score 0.991 
sequence gcacgtga 

220> 

22 1> protein_bind 
222> complement (210. .217) 
223> matinspector prediction 
name MZF1_01 
score 0.968 
sequence catgggga 

220> 

221> protein_bind 
222> 397 . .410 

223> matinspector prediction 
name ELK1_02 
score 0.963 

sequence ctctccggaagcct 

220> 

22 1> protein_bind 
222> 400. .409 

22 3 > matinspector prediction 
name CETS1P54_01 
score 0.974 
sequence tccggaagcc 

220> 

22 1> protein_bind 

222> complement (460. .470) 

223 > matinspector prediction 

name AP1_Q4 

score 0.963 

sequence agtgactgaac 

220> 

22 1> protein_bind 

222> complement (460. .470) 

223> matinspector prediction 

name AP1FJ_Q2 

score 0.961 

sequence agtgactgaac 



220> 



<221> protein_bind 
<222> 547. .555 

<223> matinspector prediction 
name PADS_C 
score 1.000 
sequence tgtggtctc 

<400> 37 

ctatagggca cgcktggtcg acggcccggg ctggtctggt ctgtkgtgga gtcgggttga 60 

aggacagcat ttgtkacatc tggtctactg caccttccct ctgccgtgca cttggccttt 12 0 

kawaagctca gcaccggtgc ccatcacagg gccggcagca cacacatccc attactcaga 18 0 

aggaactgac ggactcacgt gctgctccgt ccccatgagc tcagtggacc tgtctatgta 24 0 

gagcagtcag acagtgcctg ggatagagtg agagttcagc cagtaaatcc aagtgattgt 3 00 

cattcctgtc tgcattagta actcccaacc tagatgtgaa aacttagttc tttctcatag 360 

gttgctctgc ccatggtccc actgcagacc caggcactct ccggaagcct ggaaatcacc 420 

cgtgtcttct gcctgctccc gctcacatcc cacacttgtg ttcagtcact gagttacaga 480 

ttttgcctcc tcaatttctc ttgtcttagt cccatcctct gttcccctgg ccagtttgtc 540 

tagctgtgtg gtctc 555 

<210> 38 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 38 

ggccatacac ttgagtgac 19 

<210> 39 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 39 

atatagacaa acgcacacc 19 

<210> 40 
<211> 568 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 7. .471 

<220> 

<221> sig_peptide 
<222> 7. .99 

<223> Von Heijne matrix 
score 6 . 9 

seq LLLVPSALSLLLA/LL 
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<220> 

<221> polyA_signal 
<222> 537. .542 



<220> 

<221> polyA_site 
<222> 554. .568 

<400> 40 

gggacc atg ttc acc age acc ggc tec agt ggg etc tac aag geg ect 48 
Met Phe Thr Ser Thr Gly Ser Ser Gly Leu Tyr Lys Ala Pro 
-30 -25 -20 

etg teg aag age ctt ctg etg gtc cec agt gee etc tee etc etg etc 96 
Leu Ser Lys Ser Leu Leu Leu Val Pro Ser Ala Leu Ser Leu Leu Leu 

-15 -10 -5 

gee etc etc ctg cet cac tgc cag aag ccc ttt gtg tat gac ctt cac 144 
Ala Leu Leu Leu Pro His Cys Gin Lys Pro Phe Val Tyr Asp Leu His 

15 10 15 

gca gtc aag aac gac ttc cag att tgg agg ttg ata tgt gga aga ata 192 
Ala Val Lys Asn Asp Phe Gin lie Trp Arg Leu lie Cys Gly Arg lie 

20 25 30 

att tgc ctt gat ttg aaa gat act ttc tgc agt agt ctg ctt att tat 240 
lie Cys Leu Asp Leu Lys Asp Thr Phe Cys Ser Ser Leu Leu lie Tyr 

35 40 45 

aat ttt agg ata ttt gaa aga aga tat gga age aga aaa ttt gca tec 288 
Asn Phe Arg lie Phe Glu Arg Arg Tyr Gly Ser Arg Lys Phe Ala Ser 

50 55 60 

ttt ttg etg ggt acc tgg gtt ttg tea gee tta ttt gac ttt etc etc 336 
Phe Leu Leu Gly Thr Trp Val Leu Ser Ala Leu Phe Asp Phe Leu Leu 

65 70 75 

att gaa get atg cag tat ttc ttt ggc ate act gca get agt aat ttg 384 
lie Glu Ala Met Gin Tyr Phe Phe Gly lie Thr Ala Ala Ser Asn Leu 
80 85 90 95 

cet tct gga tta ate ttt tgt tgt get ttt tgc tet gag act aaa etc 432 
Pro Ser Gly Leu lie Phe Cys Cys Ala Phe Cys Ser Glu Thr Lys Leu 

100 105 110 

ttc tta tea aga caa get atg gca gag aac ttt tec ate taataaattt 481 
Phe Leu Ser Arg Gin Ala Met Ala Glu Asn Phe Ser lie 

115 120 
aagagtagat tcatctgtat ggttgagagt aggctctgae tatgtatatg tgtataataa 541 
acctacatat ccaaaaaaaa aaaaaaa 568 

<210> 41 

<211> 569 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 168. .332 

<220> 

<221> polyA_signal 
<222> 557. .562 

<400> 41 

agggggegtg gggceatggt ggtettgegg geggggaaga agaectttct cecccctetc 60 
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tgccgcgcct tcgcctgccg cggctgtcaa ctcgctccgg agcgcggcgc cgagcgcagg 120 
gatacggcgc ccagcggggt cagaaagcaa cattgaatgc agaagaa atg gcg gac 176 

Met Ala Asp 

1 

ttc tac aag gaa ttt tta agt aaa aat ttt cag aag cgc atg tat tat 224 
Phe Tyr Lys Glu Phe Leu Ser Lys Asn Phe Gin Lys Arg Met Tyr Tyr 

5 10 15 

aac aga gat tgg tac aag cgc aat ttt gcc ate acc ttc ttc atg gga 272 
Asn Arg Asp Trp Tyr Lys Arg Asn Phe Ala lie Thr Phe Phe Met Gly 
20 25 30 35 

aaa gtg gcc ctg gaa agg att tgg aac aag ctt aaa cag aaa caa aag 320 
Lys Val Ala Leu Glu Arg lie Trp Asn Lys Leu Lys Gin Lys Gin Lys 

40 45 50 

aag agg age aac taggagtcca ctctgaccca gccagagtcc aggtttccac 372 
Lys Arg Ser Asn 
55 

aggaagcaga tggagctcct ttcacagggg ctctgagaaa aactggagcc gatctcaaga 432 
agccccacat cttcctaagg ggccccatgg cctgtttggg ggcagggtag gtcctggggc 4 92 
actgtgggcc gcctgcctgc tgatgtgggc tctaggccag cttgttgtca cgtacgtggt 552 
gtgaaataaa gcccaag 569 

<210> 42 
<211> 895 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 51. .251 

<220> 

<221> sig_peptide 
<222> 51. .110 
<223> Von Heijne matrix 
score 5 . 3 

seq ALIFGGFISLIGA/AF 

<220> 

<221> polyA_signal 
<222> 849. .854 

<220> 

<221> polyA_site 
<222> 882. .895 

<400> 42 

ccgagagtgc cgggcggtcg gcgggtcagg gcagcccggg gcctgacgcc atg tec 56 

Met Ser 
-20 

egg aac ctg egc ace gcg etc att ttc ggc ggc ttc ate tec ctg ate 104 
Arg Asn Leu Arg Thr Ala Leu lie Phe Gly Gly Phe lie Ser Leu lie 

-15 -10 -5 

ggc gcc gee ttc tat cec ate tac ttc egg cec eta atg aga ttg gag 152 
Gly Ala Ala Phe Tyr Pro lie Tyr Phe Arg Pro Leu Met Arg Leu Glu 

15 10 
gag tac aag aag gaa caa get ata aat egg get gga att gtt caa gag 2 00 

Glu Tyr Lys Lys Glu Gin Ala lie Asn Arg Ala Gly lie Val Gin Glu 



24 



15 20 25 30 

gat gtg cag cca cca ggg tta aaa gtg tgg tct gat cca ttt ggc agg 248 

Asp Val Gin Pro Pro Gly Leu Lys Val Trp Ser Asp Pro Phe Gly Arg 

35 40 45 

aaa tgagagggct gtcatcagct ctgattaaga aaggagattt cttcatgctt 301 
Lys 

tcgattctgc atggggtaca gccagtcacc tcaccagaga atgacggctg gagaagaaaa 361 

ctctgtaata ccataaataa gagtgcttgt aataaaagac tgtgcacaag gattaatatt 421 

tcccttctta agtatcaaaa gaactctgga acaaattata ccattaggaa ggttttcatg 481 

attcagttga ttttccaaaa atgaagctat ctcacccagc tgggtttgga ggagcaatct 541 

gcttattatt ctgtcgttac cacttactca agcgagctgt gatatgaata caagcaacca 601 

gtgggctcgg gaaggtccgg gtctcttctg ccatcttcca gataagagat ttcagtaaaa 661 

aactgccatg ctgagctgcc ttatagagct cttcgaaaat gttcgagttg ataaagctct 721 

ttgaggacaa ggtacttcgt gcacctcatg ctgaagattg caccatgttg gaagataaat 781 

atgaagcaag tcaaactaga tgcatacact tgtgtagaaa tcaataatca attaatagaa 841 

gtgaaaaaat agacattaag atgatttatt tccactttgc aaaaaaaaaa aaaa 895 



<210> 43 

<211> 691 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 20. .613 



<220> 

<221> sig_peptide 
<222> 20. .82 
<223> Von Heijne matrix 
score 10 

seq LWALAMVTRPASA/AP 



<400> 43 

ataccttaga ccctcagtc atg cca gtg cct get ctg tgc ctg etc tgg gcc 52 

Met Pro Val Pro Ala Leu Cys Leu Leu Trp Ala 
-20 -15 
ctg gca atg gtg acc egg cct gcc tea gcg gee ccc atg ggc ggc cca 100 
Leu Ala Met Val Thr Arg Pro Ala Ser Ala Ala Pro Met Gly Gly Pro 
-10 -5 1 5 

gaa ctg gca cag cat gag gag ctg acc ctg etc ttc cat ggg acc ctg 148 
Glu Leu Ala Gin His Glu Glu Leu Thr Leu Leu Phe His Gly Thr Leu 

10 15 20 

cag ctg ggc cag gcc etc aac ggt gtg tac agg acc aeg gag gga tgg 196 
Gin Leu Gly Gin Ala Leu Asn Gly Val Tyr Arg Thr Thr Glu Gly Trp 

25 30 35 

ctg aca aag gcc agg aac age ctg ggt etc tat ggc egc aca ata gaa 244 
Leu Thr Lys Ala Arg Asn Ser Leu Gly Leu Tyr Gly Arg Thr lie Glu 

40 45 50 

etc ctg ggg cag gag gte age egg ggc egg gat gca gcc cag gaa ctt 292 
Leu Leu Gly Gin Glu Val Ser Arg Gly Arg Asp Ala Ala Gin Glu Leu 
55 60 65 70 

egg gca age ctg ttg gag act cag atg gag gag gat att ctg cag ctg 340 
Arg Ala Ser Leu Leu Glu Thr Gin Met Glu Glu Asp lie Leu Gin Leu 

75 80 85 

cag gca gag gcc aca get gag gtg ctg ggg gag gtg gee cag gca cag 388 
Gin Ala Glu Ala Thr Ala Glu Val Leu Gly Glu Val Ala Gin Ala Gin 
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90 95 100 

aag gtg eta egg gac age gtg cag egg eta gaa gtc eag etg agg age 43 6 

Lys Val Leu Arg Asp Ser Val Gin Arg Leu Glu Val Gin Leu Arg Ser 

105 110 115 

gee tgg etg gge cct gee tae ega gaa ttt gag gte tta aag get cae 484 
Ala Trp Leu Gly Pro Ala Tyr Arg Glu Phe Glu Val Leu Lys Ala His 

120 125 130 

get gae aag cag age eae ate eta tgg gee ete aea gge eae gtg cag 532 
Ala Asp Lys Gin Ser His lie Leu Trp Ala Leu Thr Gly His Val Gin 
135 140 145 150 

egg cag agg egg gag atg gtg gea cag eag eat egg etg ega cag ate 580 
Arg Gin Arg Arg Glu Met Val Ala Gin Gin His Arg Leu Arg Gin lie 

155 160 165 

cag gag aga etc eae aea gcg geg ete cea gee tgaatctgee tggatggaac 633 
Gin Glu Arg Leu His Thr Ala Ala Leu Pro Ala 

170 175 
tgaggaceaa teatgctgca aggaaeaett eeacgecccg tgaggeeeet gtgeaggg 691 



<210> 44 
<211> 458 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12 . .416 



<220> 

<221> sig_peptide 
<222> 12 . . 86 
<223> Von Heijne matrix 
score 4 

seq LWMVPLVGLIHL/GW 



<220> 

<221> polyA_signal 
<222> 425. .430 



<220> 

<221> polyA_site 
<222> 445. .458 



<220> 

<221> misc_feature 
<222> 201 

<223> n=a, g, e or t 



<400> 44 

gctgaagtac t atg age ett egg aae ttg tgg aga gac tac aaa gtt ttg 50 
Met Ser Leu Arg Asn Leu Trp Arg Asp Tyr Lys Val Leu 
-25 -20 -15 

gtt gtt atg gte cct tta gtt ggg etc ata eat ttg ggg tgg tae aga 98 
Val Val Met Val Pro Leu Val Gly Leu lie His Leu Gly Trp Tyr Arg 

-10 -5 1 

ate aaa age age cct gtt tte eaa ata cct aaa aae gac gac att cct 146 
lie Lys Ser Ser Pro Val Phe Gin lie Pro Lys Asn Asp Asp lie Pro 
5 10 15 20 
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gag caa gat agt ctg gga ctt tea aat ctt cag aag age caa ate cag 194 
Glu Gin Asp Ser Leu Gly Leu Sex Asn Leu Gin Lys Ser Gin lie Gin 

25 30 35 

ggg aag nta gca ggc ttg caa tct tea ggt aaa gaa gca get ttg aat 242 
Gly Lys Xaa Ala Gly Leu Gin Ser Ser Gly Lys Glu Ala Ala Leu Asn 

40 45 50 

etg age tte ata teg aaa gaa gag atg aaa aat ace agt tgg att aga 290 
Leu Ser Phe lie Ser Lys Glu Glu Met Lys Asn Thr Ser Trp lie Arg 

55 60 65 

aag aae tgg ett ett gta get ggg ata tct ttc ata ggt gac eat ctt 338 
Lys Asn Trp Leu Leu Val Ala Gly lie Ser Phe lie Gly Asp His Leu 

70 75 80 

gga aea tac ttt ttg eag agg tct gca aag cag tct gta aaa ttt cag 386 
Gly Thr Tyr Phe Leu Gin Arg Ser Ala Lys Gin Ser Val Lys Phe Gin 
85 90 95 100 

tct caa age aaa caa aag agt att gaa gag tgaagtaaaa taaatatttg 436 
Ser Gin Ser Lys Gin Lys Ser lie Glu Glu 

105 110 
gaattaetaa aaaaaaaaaa aa 458 



<210> 45 

<211> 2036 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 276. .1040 



<220> 

<221> sig_peptide 
<222> 276. .485 
<223> Von Heijne matrix 
score 3 . 9 

seq SVIGVMLAPFTAG/LS 



<220> 

<221> polyA_site 
<222> 2024 . .2036 



<400> 45 

gatcctgggt geagctcatc acaagegteg gggtgeagea aaaceateca ggctggacag 60 
tggetggaea gttecaagaa aagaaaeget tcaecgaaga agtcattgaa tacttccaga 120 
agaaagttag cecagtgeat etgaaaatee tgetgaetag cgatgaagec tggaagagat 180 
tegtgcgtgt ggetggattg cccagggaag aageagatge tetetatgaa gctetgaaga 240 
atcttacacc atatgtggct attgaggaca aagac atg cag caa aaa gaa cag 2 93 

Met Gin Gin Lys Glu Gin 
-70 -65 
cag ttt agg gag tgg ttt ttg aaa gag ttt cct caa ate aga tgg aag 341 
Gin Phe Arg Glu Trp Phe Leu Lys Glu Phe Pro Gin lie Arg Trp Lys 

-60 -55 -50 

att eag gag tec ata gaa agg ett cgt gtc att gca aat gag att gaa 3 89 

lie Gin Glu Ser lie Glu Arg Leu Arg Val lie Ala Asn Glu lie Glu 

-45 -40 -35 

aag gtc cac aga ggc tgc gtc ate gee aat gtg gtg tct ggc tee act 437 
Lys Val His Arg Gly Cys Val He Ala Asn Val Val Ser Gly Ser Thr 
-30 -25 -20 
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ggc ate ctg tct gtc att ggc gtt atg ttg gca cca ttt aca gca ggg 485 
Gly He Leu Ser Val He Gly Val Met Leu Ala Pro Phe Thr Ala Gly 

-15 -10 -5 

ctg age ctg age att act gca get ggg gta ggg ctg gga ata gca tct 533 
Leu Ser Leu Ser He Thr Ala Ala Gly Val Gly Leu Gly He Ala Ser 
15 10 15 

gcc acg get ggg ate gee tec age ate gtg gag aac aca tae aca agg 581 
Ala Thr Ala Gly He Ala Ser Ser He Val Glu Asn Thr Tyr Thr Arg 

20 25 30 

tea gca gaa etc aca gee age agg ctg act gca ace age act gae caa 62 9 

Ser Ala Glu Leu Thr Ala Ser Arg Leu Thr Ala Thr Ser Thr Asp Gin 

35 40 45 

ttg gag gca tta agg gae att ctg eat gae ate aca ccc aat gtg ett 677 
Leu Glu Ala Leu Arg Asp He Leu His Asp He Thr Pro Asn Val Leu 

50 55 60 

tec ttt gca ett gat ttt gae gaa gcc aca aaa atg att geg aat gat 725 
Ser Phe Ala Leu Asp Phe Asp Glu Ala Thr Lys Met He Ala Asn Asp 
65 70 75 80 

gtc eat aca etc agg aga tct aaa gcc act gtt gga cgc cet ttg att 773 
Val His Thr Leu Arg Arg Ser Lys Ala Thr Val Gly Arg Pro Leu He 

85 90 95 

get tgg cga tat gta cet ata aat gtt gtt gag aca ctg aga aca cgt 821 
Ala Trp Arg Tyr Val Pro He Asn Val Val Glu Thr Leu Arg Thr Arg 

100 105 110 

999 9CC ccc ace egg ata gtg aga aaa gta gee egg aac ctg ggc aag 869 
Gly Ala Pro Thr Arg He Val Arg Lys Val Ala Arg Asn Leu Gly Lys 

115 120 125 

gcc act tea ggt gtc etc gtt gtg ctg gat gta gtc aac ett gtg caa 917 
Ala Thr Ser Gly Val Leu Val Val Leu Asp Val Val Asn Leu Val Gin 

130 135 140 

gae tea ctg gae ttg cae aag ggg gaa aaa tec gag tct get gag ttg 965 
Asp Ser Leu Asp Leu His Lys Gly Glu Lys Ser Glu Ser Ala Glu Leu 
145 150 155 160 

ctg agg cag tgg get cag gag ctg gag gag aat etc aat gag etc ace 1013 
Leu Arg Gin Trp Ala Gin Glu Leu Glu Glu Asn Leu Asn Glu Leu Thr 

165 170 175 

cat ate cat cag agt eta aaa gca ggc taggeccaat tgttgcggga 1060 
His He His Gin Ser Leu Lys Ala Gly 

180 185 
agtcagggae cecaaaegga gggaetgget gaagceatgg cagaagaacg tggattgtga 1120 
agattteatg gaeatttatt agtteeeeaa attaataett ttataatttc etatgeetgt 1180 
etttaccgea atetctaaac aeaaattgtg aagattteat ggaeaettat cacttcccca 1240 
atcaatacce ttgtgattte ttatgectgt etttacttta ateteetaat cetgtcaget 1300 
gaggagggtg tatgtcacet caggaeeatg tgataattge gttaaetgca caaattgtag 1360 
ageatgtgtg tttgaaeaat atgaaatetg ggeaeettga aaaaagaaca ggataacage 1420 
aategtteag gggataagag agataaeett aaaetetgae caacagtgag ccgggtggag 14 80 
eagagtcata tttcttttet ttcaaaagea aatgggagaa atatcgetga attcttttte 1540 
teagcaagga acateeetga gaaagagaat gcaccectga gggtgggtct ataaatggee 1600 
tcettgggtg tggeeatett ctatggtega gaetgtaggg atgaaataaa ccccagtctc 1660 
ecatagtget cecaggctta ttaggaagag gaaatteecg cetaataaat tttggtcaga 1720 
ecggttgete teaaaaccet gtctcetgat aagatgttat caatgacaat ggtgcctgaa 1780 
acctcattag caattttaat tteteeeegg tcctgtggte ctgtgatcte accctgecte 1840 
cacttgectt gtgatattet attaecttgt gaagtaggtg atctttgtga eeeacaceet 1900 
atteataeae tecctcccet tttggaagtc cetaataaaa acttgetggt tttgcagctt 1960 
gtgaggeate aeggaaccta ctgatgtgtg atgtcteeec tggaeaeeta getttaaaat 2020 
ttcaaaaaaa aaaaaa 2036 
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<210> 46 

<211> 1276 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 443 . .619 

<220> 

<221> sig_peptide 
<222> 443. .589 
<223> Von Heijne matrix 
score 7 

seq LICWCLYIVCRC/GS 

<220> 

<221> polyA_site 
<222> 1267 . . 1276 

<400> 46 

60 
120 
180 
240 
300 
360 
420 
472 



520 



568 



616 



669 



729 
789 
849 
909 
969 
1029 
1089 
1149 
1209 
1269 
1276 

<210> 47 
<211> 747 



gaggcactca cggcatttca ttgctacttt aattttcatt attatgggat tgattgctgt 
cacagctact gctgcagtag ctggagttgc tttgcattcc acagtacaaa cagcagacta 
tgtaaataat tggtagaaaa attctactct gctgtggaat taccaagata atatagacca 
gaaactagct gatcaaatta atgatctcca acaaactgta atgtggctag gggatcatat 
agttagttta gaatatagaa tgcggttaca atgtgattga aatacctctg atttttgcat 
tactcctcat ctgtgtaatg aaacagagca tgagtgggaa aaagttaaga gatatttaaa 
aggtcatact agaaatttat ctttggatat tgcaaagcta aaggaacaag tatttcaagc 
ccctcagata catctgacac ta atg oca gga act gaa gtg ctt gaa gga get 

Met Pro Gly Thr Glu Val Leu Glu Gly Ala 
-45 -40 
aca gac gga tta gca get att aac ctg eta aaa tgg ate aag aca ctt 
Thr Asp Gly Leu Ala Ala lie Asn Leu Leu Lys Trp lie Lys Thr Leu 
-35 -30 -25 

gge tct gtg att tea atg att gtg ctt tta ate tgt gtt gtt tgt 
Gly Gly Ser Val He Ser Met He Val Leu Leu He Cys Val Val Cys 

-20 -15 -10 

ctt tat ata gte tgt aga tgc gga age eac etc tgg aga gaa age cac 
Leu Tyr He Val Cys Arg Cys Gly Ser His Leu Trp Arg Glu Ser His 

-5 15 
eae tgagageaag caatgatagc tgtggeggtt ttgeaaaaag aaaagggaga 
His 
10 

eaagcgeeea getatagtta ceaataaagc atggtaetgg tattaaaata ggcatgtgtt 
etgttceaat ggaacagaat agagaaccca gaaacaaage caaatattta cagccaactg 
atetctgaea aagcaaaeaa aaaeataaag tggggaaagg acaeeetatt ccacaaatag 
tgcagggata attggeaagc caeatgtaga aaaatgaagc tggatcetcg teteteaett 
tataeaaaaa tcaaeteaaa atgggteaaa gtcttaaetc taagacetga aaeeataaea 
attctagaaa ataaeattgg aaaaactett etagaeattg gtttaggcaa aaagttcatg 
accaagaace caaaageaaa tgeaataaaa aggaagataa atagatggga ectaattaag 
ctgaaaaget tetgcatage aaaaggaata ateagcagag caaaeagaca aeeeacaggg 
tgggagaaaa tatttgeaag ctatgtatct gacaatggae taatatecag aatctaeaag 
gaattcaaac aattageaag aaaaaacact tgtattgtgt ttgctctgta aatcageaaa 
aaaaaaa 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 206 . . 745 

<400> 47 

accagaagca ggtgatttcc gagctcagca atgctcagct cataatgatg tcaagcacca 60 

tggccagttt tatgaatggc ttcctgtgtc taatgaccct gacaacccat gttcactcaa 12 0 

gtgccaagcc aaaggaacaa ccctggttgt tgaactagca cctaaggtct tagatggtac 180 

gcgttgctat acagaatctt tggat atg tgc ate agt ggt tta tgc caa att 232 

















Met 
1 


Cys 


He 


Ser 


Gly Leu Cys Gin 


He 




gtt 


ggc 


tgc 


gat 


cac 


cag 


ctg 


gga 


age 


aee 


gtc 


aag 


gaa 


gat aac 


tgt 


280 


Val 


Gly 


Cys 


Asp 


His 


Gin 


Leu Gly Ser 


Thr 


Val 


Lys 


Glu Asp Asn Cys 




10 










15 










20 








25 




ggg 


gtc 


tgc 


aac 


gga 


gat 


ggg 


tee 


ace 


tgc 


egg 


ctg 


gtc 


ega ggg 


cag 


328 


Gly Val 


Cys 


Asn 


Gly Asp 


Gly Ser 


Thr 


Cys 


Arg 


Leu 


Val 


Arg Gly Gin 












30 










35 








40 






tat 


aaa 


tec 


cag 


etc 


tee 


gca 


acc 


aaa 


teg 


gat 


gat 


act 


gtg gtt 


gea 


376 


Tyr 


Lys 


Ser 


Gin 


Leu 


Ser 


Ala 


Thr 


Lys 


Ser Asp 


Asp 


Thr 


Val Val 


Ala 










45 










50 










55 






att 


ccc 


tat 


gga 


agt 


aga 


cat 


att 


ege 


ctt 


gtc 


tta 


aaa 


ggt cet 


gat 


424 


He 


Pro 


Tyr 


Gly 


Ser 


Arg 


His 


He 


Arg 


Leu 


Val 


Leu 


Lys 


Gly Pro 


Asp 








60 










65 










70 








cac 


tta 


tat 


ctg 


gaa 


acc 


aaa 


acc 


etc 


cag 


ggg 


act 


aaa 


ggt gaa 


aac 


472 


His 


Leu 


Tyr 


Leu 


Glu 


Thr 


Lys 


Thr 


Leu Gin Gly 


Thr 


Lys 


Gly Glu Asn 






75 










80 










85 










agt 


etc 


age 


tec 


aca 


gga 


act 


ttc 


ctt 


gtg 


gae 


aat 


tet 


agt gtg 


gae 


520 


Ser 


Leu 


Ser 


Ser 


Thr 


Gly 


Thr 


Phe 


Leu 


Val 


Asp 


Asn 


Ser 


Ser Val 


Asp 




90 










95 










100 








105 




ttc 


cag 


aaa 


ttt 


cea 


gae 


aaa 


gag 


ata 


ctg 


aga 


atg 


get 


gga cea 


etc 


568 


Phe 


Gin 


Lys 


Phe 


Pro 


Asp 


Lys 


Glu 


He 


Leu 


Arg 


Met Ala Gly Pro 


Leu 












110 










115 








120 






aca 


gca 


gat 


ttc 


att 


gtc 


aag 


att 


egt 


aac 


teg 


ggc 


tec 


get gae 


agt 


616 


Thr 


Ala 


Asp 


Phe 


He 


Val 


Lys 


He 


Arg Asn 


Ser 


Gly Ser Ala Asp 


Ser 










125 










130 










135 






aca 


gtc 


cag 


ttc 


ate 


ttc 


tat 


caa 


ccc 


ate 


ate 


cac 


ega 


tgg agg 


gag 


664 


Thr 


Val 


Gin 


Phe 


He 


Phe 


Tyr 


Gin 


Pro 


He 


He 


His 


Arg 


Trp Arg 


Glu 








140 










145 










150 








acg 


gat 


ttc 


ttt 


cet 


tgc 


tea 


gca 


acc 


tgt 


gga 


gga 


ggt 


tat cag 


ctg 


712 


Thr 


Asp 


Phe 


Phe 


Pro 


Cys 


Ser 


Ala 


Thr 


Cys 


Gly 


Gly Gly Tyr Gin 


Leu 






155 










160 










165 










aca 


teg 


get 


gag 


tgc 


tac 


gat 


ctg 


agg 


age 


aac 


eg 








747 


Thr 


Ser 


Ala 


Glu 


Cys 


Tyr 


Asp 


Leu Arg 


Ser 


Asn 












170 










175 










180 













<210> 48 

<211> 561 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 36. .521 



30 




<220> 

<221> sig__peptide 
<222> 36. .104 
<223> Von Heijne matrix 
score 7 . 4 

seq VLLLAALPPVLLP/GA 



<220> 

<221> polyA_signal 
<222> 528. .533 



<220> 

<22l> polyA_site 
<222> 548. .561 



<400> 48 

gacgcctctt tcagcccggg atcgccccag caggg atg ggc gac aag ate tgg 53 

Met Gly Asp Lys lie Trp 
-20 

ctg ccc ttc ccc gtg etc ctt ctg gcc get etg cet ccg gtg ctg etg 101 
Leu Pro Phe Pro Val Leu Leu Leu Ala Ala Leu Pro Pro Val Leu Leu 

-15 -10 -5 

cet ggg gcg gee gge ttc aca cct tec etc gat age gae ttc ace ttt 149 
Pro Gly Ala Ala Gly Phe Thr Pro Ser Leu Asp Ser Asp Phe Thr Phe 

15 10 15 

acc ctt ccc gee gge eag aag gag tgc ttc tae cag eee atg ccc ctg 197 
Thr Leu Pro Ala Gly Gin Lys Glu Cys Phe Tyr Gin Pro Met Pro Leu 

20 25 30 

aag gcc teg ctg gag ate gag tae caa gtt tta gat gga gea gga tta 245 
Lys Ala Ser Leu Glu lie Glu Tyr Gin Val Leu Asp Gly Ala Gly Leu 

35 40 45 

gat att gat ttc eat ctt gcc tct cca gaa gge aaa ace tta gtt ttt 2 93 

Asp lie Asp Phe His Leu Ala Ser Pro Glu Gly Lys Thr Leu Val Phe 

50 55 60 

gaa caa aga aaa tea gat gga gtt cac act gta gag act gaa gtt ggt 341 
Glu Gin Arg Lys Ser Asp Gly Val His Thr Val Glu Thr Glu Val Gly 

65 70 75 

gat tae atg ttc tgc ttt gae aat aca ttc age acc att tct gag aag 389 
Asp Tyr Met Phe Cys Phe Asp Asn Thr Phe Ser Thr lie Ser Glu Lys 
80 85 90 95 

gtg att ttc ttt gaa tta ate ccg gat aat atg gga gaa cag gea caa 437 
Val lie Phe Phe Glu Leu lie Pro Asp Asn Met Gly Glu Gin Ala Gin 

100 105 110 

gaa caa gaa gat tgg aag aaa tat att act ggc aca gat ata ttg gat 485 
Glu Gin Glu Asp Trp Lys Lys Tyr lie Thr Gly Thr Asp lie Leu Asp 

115 120 125 

atg aaa ctg gaa gae ate etg gte agt atg gtc ttc taataaaata 531 
Met Lys Leu Glu Asp lie Leu Val Ser Met Val Phe 

130 135 
aaaattatta acagecaaaa aaaaaaaaaa 561 

<210> 49 

<211> 632 

<212> DNA 

<213> Homo sapiens 



<220> 



31 



<221> CDS 
<222> 36. .395 



<220> 

<221> sig__peptide 
<222> 36. .104 
<223> Von Heijne matrix 
score 7.4 

seq VLLLAALPPVLLP/GA 

<220> 

<221> polyA_signal 
<222> 599. .604 



<220> 

<221> polyA_site 
<222> 619. .632 



<400> 49 

gacgcctctt tcagcccggg atcgccccag caggg atg ggc gac aag ate tgg 53 

Met Gly Asp Lys lie Trp 
-20 

ctg ccc ttc ccc gtg etc ctt ctg gcc get ctg cct ccg gtg ctg ctg 101 
Leu Pro Phe Pro Val Leu Leu Leu Ala Ala Leu Pro Pro Val Leu Leu 

-15 -10 -5 

cct ggg gcg gcc ggc ttc aca cct tec etc gat age gac ttc acc ttt 149 
Pro Gly Ala Ala Gly Phe Thr Pro Ser Leu Asp Ser Asp Phe Thr Phe 

1 5 10 15 

acc ctt ccc gee ggc cag aag gag tgc ttc tac cag ccc atg ccc ctg 197 
Thr Leu Pro Ala Gly Gin Lys Glu Cys Phe Tyr Gin Pro Met Pro Leu 

20 25 30 

aag gcc teg ctg gag ate gag tac caa gtt tta gat gga gea gga tta 245 
Lys Ala Ser Leu Glu lie Glu Tyr Gin Val Leu Asp Gly Ala Gly Leu 

35 40 45 

gat att gat ttc cat ctt gcc tet cea gaa ggc aaa ace tta gtt ttt 293 
Asp lie Asp Phe His Leu Ala Ser Pro Glu Gly Lys Thr Leu Val Phe 

50 55 60 

gaa caa aga aaa tea gat gga gtt cae acg tgt ata aga agt aaa aat 341 
Glu Gin Arg Lys Ser Asp Gly Val His Thr Cys lie Arg Ser Lys Asn 

65 70 75 

ggg cea ggc act gcg gtt cae gcc tat aat ccc age act ttc ega ggc 38 9 

Gly Pro Gly Thr Ala Val His Ala Tyr Asn Pro Ser Thr Phe Arg Gly 
80 85 90 95 

caa gtg tagagactga agttggtgat tacatgttct getttgaeaa tacattcage 445 
Gin Val 

accatttetg agaaggtgat tttctttgaa ttaatcetgg ataatatggg agaacaggea 505 
caaggacaag aagattggaa gaaatatatt actggcacag atatattgga tatgaaaetg 565 
gaagaeatce tggtcagtat ggtcttctaa taaaataaaa attattaaca gecaaaaaaa 625 
aaaaaaa 632 



<210> 50 

<211> 370 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 



32 



• 



<222> 21. .41 



<220> 

<221> polyA_signal 

<222> 328. .333 

<220> 

<221> polyA_site 

<222> 357. .370 



<400> 50 

ctgggacttc tggcctcaca atg gtt gag atg act ggg gtg tagcagtgcc 51 

Met Val Glu Met Thr Gly Val 
1 5 

aagtcgaggc tgtgaaaggc cttccacctt tactctcgtg ctcgtgccct cccccattgt 111 

taggagaagg gcatgctcag gccagcccat tagcccagga ggaggacaag aaacacacgg 171 

agcagacaca agccacctca ccaacccagc caaggctgtc ctgaattagc aaccctgaca 231 

cgtgtgagca agtccaacgg acaccggaag atccacctag tcaagcccaa ccaagactgg 291 

cagagctgcc aagctgacca cttaaggcgc atgaggaata aacactcgtt gctgcatgcc 351 

attgcaaaaa aaaaaaaaa 370 

<210> 51 

<211> 994 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 35. .631 

<220> 

<221> sig_peptide 
<222> 35. .160 
<223> Von Heijne matrix 
score 8 . 6 

seq ASLFLLLSLTVFS/IV 

<220> 

<221> polyA_signal 
<222> 901. .906 

<220> 

<221> polyA_site 
<222> 979. .994 

<400> 51 

ataattggag ctgcaaagca gatcgtgaca agag atg gac ggt cag aag aaa aat 55 

Met Asp Gly Gin Lys Lys Asn 
-40 

103 



151 



tgg 


aag 


gac 


aag 


gtt 


gtt 


gac 


etc 


ctg 


tac 


tgg 


aga 


gac 


att 


aag 


aag 


Trp 


Lys 


Asp 


Lys 


Val 


Val 


Asp 


Leu 


Leu 


Tyr 


Trp 


Arg 


Asp 


He 


Lys 


Lys 


-35 










-30 










-25 










-20 


act 


gga 


gtg 


gtg 


ttt 


ggt 


gcc 


age 


eta 


ttc 


ctg 


ctg 


ctt 


tea 


ttg 


aca 


Thr 


Gly Val 


Val 


Phe 


Gly Ala 


Ser 


Leu 


Phe 


Leu 


Leu 


Leu 


Ser 


Leu 


Thr 










-15 










-10 










-5 




gta 


ttc 


age 


att 


gtg 


age 


gta 


aca 


gcc 


tac 


att 


gcc 


ttg 


gcc 


ctg 


etc 


Val 


Phe 


Ser 


He 


Val 


Ser 


Val 


Thr 


Ala 


Tyr 


He 


Ala 


Leu 


Ala 


Leu 


Leu 



199 



33 



15 10 
tct gtg acc ate age ttt agg ata tac aag ggt gtg ate caa get ate 247 
Ser Val Thr lie Ser Phe Arg lie Tyr Lys Gly Val lie Gin Ala lie 

15 20 25 

eag aaa tea gat gaa ggc cac eea tte agg gca tat ctg gaa tct gaa 295 
Gin Lys Ser Asp Glu Gly His Pro Phe Arg Ala Tyr Leu Glu Ser Glu 
30 35 40 45 

gtt get ata tet gag gag ttg gtt eag aag tac agt aat tct get ctt 343 
Val Ala lie Ser Glu Glu Leu Val Gin Lys Tyr Ser Asn Ser Ala Leu 

50 55 60 

ggt eat gtg aac tgc aeg ata aag gaa etc agg cgc etc tte tta gtt 3 91 

Gly His Val Asn Cys Thr lie Lys Glu Leu Arg Arg Leu Phe Leu Val 

65 70 75 

gat gat tta gtt gat tet etg aag ttt gca gtg ttg atg tgg gta ttt 439 
Asp Asp Leu Val Asp Ser Leu Lys Phe Ala Val Leu Met Trp Val Phe 

80 85 90 

acc tat gtt ggt gee ttg ttt aat ggt ctg aea eta etg att ttg get 487 
Thr Tyr Val Gly Ala Leu Phe Asn Gly Leu Thr Leu Leu lie Leu Ala 

95 100 105 

etc att tea etc tte agt gtt eet gtt att tat gaa egg eat eag gea 535 
Leu lie Ser Leu Phe Ser Val Pro Val lie Tyr Glu Arg His Gin Ala 
110 115 120 125 

cag ata gat cat tat eta gta ett gca aat aag aat gtt aaa gat get 583 
Gin lie Asp His Tyr Leu Val Leu Ala Asn Lys Asn Val Lys Asp Ala 

130 135 140 

atg get aaa ate caa gca aaa ate eet gga ttg aag cgc aaa get gaa 631 
Met Ala Lys lie Gin Ala Lys lie Pro Gly Leu Lys Arg Lys Ala Glu 

145 150 155 

tgaaaacgee eaaaataatt agtaggagtt eatetttaaa ggggatattc atttgattat 691 
acgggggagg gtcagggaag aacgaaeett gaegttgcag tgcagtttca eagategttg 751 
ttagatettt atttttagce atgeaetgtt gtgaggaaaa attaeetgte ttgaetgeca 811 
tgtgtteate atcttaagta ttgtaagctg ctatgtatgg atttaaaccg taateatate 871 
ttttteetat ctatctgagg eaetggtgga ataaaaaacc tgtatatttt aetttgttgc 931 
agatagtett gccgcatctt ggeaagttge agagatggtg gagctagaaa aaaaaaaaae 991 
aaa 994 



<210> 52 

<211> 412 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 271. .399 



<400> 52 

geegetageg cetegagega tgcacctect tteeaaetgg gcaaaeeccg cttccageag 60 
aegteettet atggcegett caggeacttc ttggatatea tegaeccteg cacactcttt 120 
gteaetgaga gacgtcteag agaggetgtg cagctgctgg aggactataa geatgggaee 180 
etgegeeegg gggtcaccaa tgaaeagete tggagtgcae agaaaatcaa gcaggetatt 240 
etaeateegg aeaccaatga gaagatette atg cca ttt aga atg tea ggt tat 294 

Met Pro Phe Arg Met Ser Gly Tyr 

1 5 

att eet ttt ggg acg eea att gta agt gtt acc tte aaa gga ttt eet 342 
lie Pro Phe Gly Thr Pro lie Val Ser Val Thr Phe Lys Gly Phe Pro 

10 15 20 

ttt eta aaa aat tat ttt aaa tgt eta act tta tgt tat tgc tea egg 390 



34 



Phe Leu Lys Asn Tyr Phe Lys Cys Leu Thr Leu Cys Tyr Cys Ser Arg 

25 30 35 40 

gta ttt gac tgaattgttg att 412 

Val Phe Asp 

<210> 53 

<211> 597 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 103 . .252 

<220> 

<221> sig_peptide 
<222> 103 . .213 
<223> Von Heijne matrix 
score 3 . 9 

seq PGPSLRLFSGSQA/SV 

<220> 

<221> polyA_site 
<222> 588. .597 

<400> 53 

gaaaggtcag aggaaggagc tgtgggaagc tcgcagcagg tatcggagct taagccagtg 60 
gatttggggg ccctgggctc cctagccggc tgcggtgtga ga atg gag tgg gca 114 

Met Glu Trp Ala 
-35 

gga aag cag egg gac ttt cag gta agg gca get ccg ggc tgg gat cat 162 
Gly Lys Gin Arg Asp Phe Gin Val Arg Ala Ala Pro Gly Trp Asp His 

-30 -25 -20 

ttg gcc tec ttt cet ggc cet tct etc egg ctg ttt tet ggg agt cag 210 
Leu Ala Ser Phe Pro Gly Pro Ser Leu Arg Leu Phe Ser Gly Ser Gin 

-15 -10 -5 

geg agt gtc tgt agt etc tgc teg ggg ttt ggg get cag gaa 252 
Ala Ser Val Cys Ser Leu Cys Ser Gly Phe Gly Ala Gin Glu 

1 5 10 

tgatgteatg eteeaacagt tggattetat tagcttaagg aggagggaaa cageeaattt 312 
tettgaettt geaaatctag ctgatcteac tcttgetgaa tctgaggtgt ttagacttea 3 72 
ctetaaaaag catcatttta ettttattta geacaaaggc acaggatatt tttacaggaa 432 
gaatctttta tatggaaaaa tctgagttaa catcactecc gtggtgtttg tagttettae 492 
agggaaaetc cagtgccttt tgagccgett gttegteeta gtgaacaetg tctgttttgt 552 
ctcttggtgc tgctatgtct gacctgtaat gggagaaaaa aagaa 597 

<210> 54 

<211> 748 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2 . .460 

<220> 

<221> polyA_signal 



35 



<222> 713 . . 718 
<220> 

<221> polyA_site 
<222> 735. .748 

<400> 54 

c aca gtt cct etc etc eta gag ect gee gae eat gee ege ggg egt gee 49 
Thr Val Pro Leu Leu Leu Glu Pro Ala Asp His Ala Arg Gly Arg Ala 
15 10 15 

eat gtc eac eta eet gaa aat gtt ege age eag tet eet ggc cat gtg 97 
His Val His Leu Pro Glu Asn Val Arg Ser Gin Ser Pro Gly His Val 

20 25 30 

ege agg ggc aga agt ggt gea eag gta eta ccg aec gga ect gat gag 145 
Arg Arg Gly Arg Ser Gly Ala Gin Val Leu Pro Thr Gly Pro Asp Glu 

35 40 45 

aaa eag gtt gag aag agt gaa gtt gat ttc tea aag tea cat age tta 193 
Lys Gin Val Glu Lys Ser Glu Val Asp Phe Ser Lys Ser His Ser Leu 

50 55 60 

gtg aga ega ttt gag gat etg aag cec aag ett tet gtt tgc aaa act 241 
Val Arg Arg Phe Glu Asp Leu Lys Pro Lys Leu Ser Val Cys Lys Thr 
65 70 75 80 

gga tea caa gtc ttt egg teg gag aac tgg aag gtc tgg gea gag teg 2 89 

Gly Ser Gin Val Phe Arg Ser Glu Asn Trp Lys Val Trp Ala Glu Ser 

85 90 95 

age aga gga gae eat gat gae tgc eta gae ttg tgc tea gtg etg tgt 337 
Ser Arg Gly Asp His Asp Asp Cys Leu Asp Leu Cys Ser Val Leu Cys 

100 105 110 

tgg gga gaa etg eta egg aca ata cct gaa att eca cea aag egt gga 385 
Trp Gly Glu Leu Leu Arg Thr lie Pro Glu lie Pro Pro Lys Arg Gly 

115 120 125 

gaa etc aaa acg gag ctt ttg gga etg aaa gaa aga aaa eac aaa cct 433 
Glu Leu Lys Thr Glu Leu Leu Gly Leu Lys Glu Arg Lys His Lys Pro 

130 135 140 

caa gtt tet caa eag gag gaa ctt aaa taactatgec aagaattctg 480 
Gin Val Ser Gin Gin Glu Glu Leu Lys 
145 150 

tgaataatat aagtcttaaa tatgtatttc ttaatttatt gcatcaaact acttgtcett 540 
aagcacttag tetaatgcta actgeaagag gaggtgetea gtggatgttt ageegatacg 600 
ttgaaattta attacggttt gattgatatt tcttgaaaac cgccaaagea eatatcatea 660 
aaccatttca tgaatatggt ttggaagatg tttagtcttg aatataatgc gaaatagaat 72 0 
atttgtaagt etaecaaaaa aaaaaaaa 748 

<210> 55 

<211> 703 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .231 

<220> 

<221> polyA_signal 
<222> 769. . 774 

<220> 
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<221> polyA_site 
<222> 690. .703 



<400> 55 

ctctggtggc tctgctacgg cggcgcagaa atg agg cag aag egg aaa gga gat 54 

Met Arg Gin Lys Arg Lys Gly Asp 
1 5 

etc age cct get aag etg atg atg ctg aet ata gga gat gtt att aaa 102 
Leu Ser Pro Ala Lys Leu Met Met Leu Thr lie Gly Asp Val lie Lys 

10 15 20 

eaa ctg att gaa gee cac gag eag ggg aaa gae ate gat eta aat aag 150 
Gin Leu lie Glu Ala His Glu Gin Gly Lys Asp lie Asp Leu Asn Lys 
25 30 35 40 

gtg aga ace aag aea get gee aaa tat gge ctt tct gee cag eec cgc 198 
Val Arg Thr Lys Thr Ala Ala Lys Tyr Gly Leu Ser Ala Gin Pro Arg 

45 50 55 

etg gtg gat ate att get gee gtc cct cct gag tagetgggat taeaggeacc 2 51 
Leu Val Asp lie lie Ala Ala Val Pro Pro Glu 

60 65 
cgccgetgee aatttttgta tttttagtag ggatgggggt tteaeeatat tggteagget 311 
ggtctcgaac tcetgacetc aggtgateaa eeeacettgg eeteectaaa tgecgggatt 371 
aeaggeatga gecacegcte cgggcctttg attttttaag gtggattttg gttgttataa 431 
atggagaaag gtaagagtte aagttcaace cgtgtgtgaa ageaaaaeaa tggaaaaeag 491 
gattggettc tteaaaggct eetettgtag aaetgeetet ttgaaatttc gaggtaatct 551 
aetttggaga ctctgcctgg agagggtcag ttcetaagtt aaaagcatcg cttaacettg 611 
getectgtgg cattttaeaa aggtttaaag gaattgattc etetgaaagg gcetgaaaat 671 
aaaaagtctt taacatacaa aaaaaaaaaa aa 703 

<210> 56 

<211> 725 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 305. .565 



<220> 

<221> polyA_signal 
<222> 694 . .699 



<220> 

<221> polyA_site 
<222> 713 . , 725 



<400> 56 

eteacggtgg tgaaggtcac agggttgeag eacteceagt agaccaggag ctecgggagg 60 
eagggccggc cccacgtcet etgegeaeea ceetgagttg gatcetctgt gcgccaccce 12 0 
tgagttggat eeagggetag ctgctgttga cctecceact eccacgetgc ectectgect 180 
gcagccatga cgcecctget caccctgatc ctggtggtce teatgggett acctctggee 240 
caggeettgg actgceaegt gtgaggacta caaatceete eaggatatca ttgeeatcet 300 
gggt atg gat gaa ctt tet gag gaa gae aag ttg acc gtg tee egt gca 349 
Met Asp Glu Leu Ser Glu Glu Asp Lys Leu Thr Val Ser Arg Ala 
15 10 15 

egg aaa ata eag cgt ttc ttg tct cag eea ttc cag gtt get gag gtc 397 
Arg Lys lie Gin Arg Phe Leu Ser Gin Pro Phe Gin Val Ala Glu Val 
20 25 30 
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• 



ttc aca ggt cat atg ggg aag ctg gta ccc ctg aag gag acc ate aaa 44 5 

Phe Thr Gly His Met Gly Lys Leu Val Pro Leu Lys Glu Thr lie Lys 

35 40 45 

gga ttc cag cag att ttg gca ggt gaa tat gac cat etc cca gaa cag 493 
Gly Phe Gin Gin lie Leu Ala Gly Glu Tyr Asp His Leu Pro Glu Gin 

50 55 60 

gcc ttc tat atg gtg gga ccc att gaa gaa get gtg gca aaa get gat 541 
Ala Phe Tyr Met Val Gly Pro lie Glu Glu Ala Val Ala Lys Ala Asp 

65 70 75 

aag ctg get gaa gag cat tea teg tgaggggtet ttgtcctctg tactgtctct 5 95 

Lys Leu Ala Glu Glu His Ser Ser 
80 85 

ctccttgccc etaacccaaa aagetteatt tttctgtgta ggetgcacaa gagccttgat 655 
tgaagatata ttctttetga acagtattta aggtttccaa taaagtgtac acccctcaaa 715 
aaaaaaaaaa 725 



<210> 57 

<211> 1705 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 124. .873 



<220> 

<221> sig_peptide 
<222> 124. .378 
<223> Von Heijne matrix 
score 3.6 

seq HLSWTLAAKVKC/IP 



<220> 

<221> polyA_signal 
<222> 1673. .1678 



<220> 

<221> polyA_site 
<222> 1694. .1705 



<220> 

<221> misc_feature 
<222> 289 

<223> n=a, g, e or t 



<400> 57 

cggaggtgag gagcggeggc cecgeceggt gcgctggagg tcgaagctte eaggtagcgg 6 0 

cccgcagagc ctgacceagg ctetggacat eetgagccca agtcccccac aetcagtgea 12 0 
gtg atg agt gcg gaa gtg aag gtg aca ggg cag aac cag gag eaa ttt 168 

Met Ser Ala Glu Val Lys Val Thr Gly Gin Asn Gin Glu Gin Phe 

-85 -80 -75 

ctg etc eta gee aag teg gee aag ggg gea geg ctg gee aca etc ate 216 
Leu Leu Leu Ala Lys Ser Ala Lys Gly Ala Ala Leu Ala Thr Leu lie 
-70 -65 -60 -55 

eat cag gtg ctg gag gee ect ggt gtc tac gtg ttt gga gaa ctg ctg 264 
His Gin Val Leu Glu Ala Pro Gly Val Tyr Val Phe Gly Glu Leu Leu 
-50 -45 -40 
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gac atg ccc aat gtt aga gag ctg naa gcc egg aat ctt cct cca eta 312 
Asp Met Pro Asn Val Arg Glu Leu Xaa Ala Arg Asn Leu Pro Pro Leu 

-35 -30 -25 

aca gag get eag aag aat aag ett ega cae ete tea gtt gte ace ctg 360 
Thr Glu Ala Gin Lys Asn Lys Leu Arg His Leu Ser Val Val Thr Leu 

-20 -15 -10 

get get aaa gta aag tgt ate eea tat gea gtg ttg etg gag get ett 408 
Ala Ala Lys Val Lys Cys lie Pro Tyr Ala Val Leu Leu Glu Ala Leu 

-5 15 10 

gee etg egt aat gtg egg cag etg gaa gae ett gtg att gag get gtg 456 
Ala Leu Arg Asn Val Arg Gin Leu Glu Asp Leu Val lie Glu Ala Val 

15 20 25 

tat get gac gtg ett egt ggc tee etg gae eag ege aac eag egg ete 504 
Tyr Ala Asp Val Leu Arg Gly Ser Leu Asp Gin Arg Asn Gin Arg Leu 

30 35 40 

gag gtt gae tae age ate ggg egg gae ate eag ege eag gae etc agt 552 
Glu Val Asp Tyr Ser lie Gly Arg Asp lie Gin Arg Gin Asp Leu Ser 

45 50 55 

gee att gee ega ace ctg cag gaa tgg tgt gtg ggc tgt gag gtc gtg 600 
Ala He Ala Arg Thr Leu Gin Glu Trp Cys Val Gly Cys Glu Val Val 

60 65 70 

ctg tea ggc att gag gag cag gtg age egt gee aac eaa cae aag gag 648 
Leu Ser Gly He Glu Glu Gin Val Ser Arg Ala Asn Gin His Lys Glu 
75 80 85 90 

cag cag ctg ggc etg aag eag cag att gag agt gag gtt gcc aac ett 696 
Gin Gin Leu Gly Leu Lys Gin Gin He Glu Ser Glu Val Ala Asn Leu 

95 100 105 

aaa aaa ace att aaa gtt acg acg gea gca gca gee gea gee aca tet 744 
Lys Lys Thr He Lys Val Thr Thr Ala Ala Ala Ala Ala Ala Thr Ser 

110 115 120 

eag gae cct gag caa cae ctg act gag etg agg gaa cca get cct ggc 792 
Gin Asp Pro Glu Gin His Leu Thr Glu Leu Arg Glu Pro Ala Pro Gly 

125 130 135 

aec aac cag ege cag ccc age aag aaa gee tea aag ggc aag ggg ete 84 0 

Thr Asn Gin Arg Gin Pro Ser Lys Lys Ala Ser Lys Gly Lys Gly Leu 

140 145 150 

ega ggg age gee aag att tgg tee aag teg aat tgaaagaact gtegttteet 893 
Arg Gly Ser Ala Lys He Trp Ser Lys Ser Asn 
155 160 165 

cectggggat gtggggtccc agetgectgc ctgectctta ggagtcctea gagagcette 953 
tgtgcccetg gecagctgat aatcctaggt teatgaccet tcacctccce taaccccaaa 1013 
eatagatcae aeetteteta gggaggagtc aaatgtaggt eatgtttttg ttggtaettt 1073 
etgttttttg tgaetteatg tgtteeattg ctccccgctg ceatgetcte teeettgttt 1133 
ccttaagagc teagcatctg tccctgttea ttacatgtea ttgagtaggt gggtagecet 1193 
gatgggggtc gctctgtctg gagcataace cacaggegtt ttttetgcca ecceatcect 1253 
gcatgcctga tccccagttc etataeceta eeeetgaeet attgagcage etctgaagag 1313 
ecatagggee eeeacettta cteacacect gagaattctg ggagccagte tgecatgeca 13 73 
ggagtcactg gacatgttca tectagaatc ctgtcacact acagtcattt ettttcetct 1433 
ctetggcect tgggtcctgg gaatgctget getteaaeee eagageetaa gaatggcage 1493 
egtttettaa eatgttgaga gatgattett tcttggccct ggeeateteg ggaagcttga 1553 
tggcaatcct ggaagggttt aatctccttt tgtgagtttg gtggggaagg gaagggtata 1613 
tagattatat taaaaaaaaa aaggtatata tgcatatate tatatataat atgacgeaga 1673 
aataaateta tgagaaatee aaaaaaaaaa aa 1705 



<210> 58 
<211> 1069 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 135. .206 



<220> 

<221> polyA_signal 
<222> 850. .855 



<220> 

<221> polyA_site 
<222> 1056. .1069 



<400> 58 

cccactccgc tctcacgact aagctctcac gattaaggca cgcctgcctc gattgtccag 60 

cctctgccag aagaaagctt agcagccagc gcctcagtag agacctaagg gcgctgaatg 120 

agtgggaaag ggaa atg ccg acc aat tgc get gcg gcg ggc tgt gcc act 170 
Met Pro Thr Asn Cys Ala Ala Ala Gly Cys Ala Thr 
15 10 

acc tac aac aag cac att aac ate age ttc cac agg taacctgggc 216 
Thr Tyr Asn Lys His lie Asn lie Ser Phe His Arg 

15 20 

agggagtggg ggtgacggaa actggagttc ctattgtggc tatcgcttgt gtggaaggaa 2 76 

caggaggatt ctgctaattc taataacttt cccagctggt agcagggaag eatcgtatgt 336 

cctttgtgtt tctcaaatct gcccaattgt tctctgcttt eggggaaget ttactcattt 396 

tctaaaagaa atccaagtac tgtttggtca ttacccctta gtaaaaaaaa gtaacaggag 456 

gatatcgtaa ttttctactg ttttattcct ctgttagacc gggccttgac atgaatgacg 516 

ecgtaaggga gaaagagatc tteccaatca gcaatcaccg taaaagcctg ctgtgttccc 576 

gttaaaatta ggaaattctc actagatgaa ttgacatggg aggcatttag atttctaata 636 

gtcacatagt aattctgcgg aggaattgag teatetttga tagccatgga attaagcgat 6 96 

gttaattaaa gtgcaaacga taacctttct gttcttacta gaatagagta ataaaaagaa 756 

cctaggtttt cttttgtttg ctggaagaaa aatcaaaatt ctttagttct gtcaaaccag 816 

aactcttgaa agcactttga acaatgcctg gaaaataaca ggtactctgt aaatgtttac 876 

cttctctgca agtgcctgcc acgtgccega agaaaagaca cattaaaaag ttaagtgaca 936 

ccagtcctga ttttatatat tttatatacc taacaacgta tatgttagta tgtagaaatt 996 

atatccttga cctttttccc tacctattac gaactgtact tttattaaaa gctgccacta 1056 

aaaaaaaaaa aaa 1069 



<210> 59 

<211> 1084 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 135. .818 



<220> 

<221> polyA_signal 
<222> 909. .914 



<220> 

<221> polyA_site 
<222> 1071. .1084 



<400> 59 



40 



cccactccgc tctcacgact aagctctcac gattaaggca cgcctgcctc gattgtccag 60 
cctctgccag aagaaagctt agcagccagc gcctcagtag aggcctaagg gcgctgaatg 120 
agtgggaaag ggaa atg ccg acc aat tgc get gcg gcg ggc tgt gcc act 170 

Met Pro Thr Asn Cys Ala Ala Ala Gly Cys Ala Thr 

15 10 
acc tac aac aag cac att aac ate age ttc cac agg ttt cct ttg gat 218 
Thr Tyr Asn Lys His lie Asn lie Ser Phe His Arg Phe Pro Leu Asp 

15 20 25 

cct aaa aga aga aaa gaa tgg gtt ege etg gtt agg cgc aaa aat ttt 266 
Pro Lys Arg Arg Lys Glu Trp Val Arg Leu Val Arg Arg Lys Asn Phe 

30 35 40 

gtg cea gga aaa cae act ttt ett tgt tea aag cac ttt gaa gee tee 314 
Val Pro Gly Lys His Thr Phe Leu Cys Ser Lys His Phe Glu Ala Ser 
45 50 55 60 

tgt ttt gae eta aca gga caa act ega ega ett aaa atg gat get gtt 362 
Cys Phe Asp Leu Thr Gly Gin Thr Arg Arg Leu Lys Met Asp Ala Val 

65 70 75 

eca acc att ttt gat ttt tgt acc cat ata aag tet atg aaa etc aag 410 
Pro Thr lie Phe Asp Phe Cys Thr His lie Lys Ser Met Lys Leu Lys 

80 85 90 

tea agg aat ett ttg aag aaa aac aac agt tgt tet eca get gga cca 458 
Ser Arg Asn Leu Leu Lys Lys Asn Asn Ser Cys Ser Pro Ala Gly Pro 

95 100 105 

tet agt tta aaa tea aac att agt agt eag caa gta eta ett gaa cae 506 
Ser Ser Leu Lys Ser Asn lie Ser Ser Gin Gin Val Leu Leu Glu His 

110 115 120 

age tat gcc ttt agg aat cct atg gag gca aaa aag agg ate att aaa 554 
Ser Tyr Ala Phe Arg Asn Pro Met Glu Ala Lys Lys Arg lie lie Lys 
125 130 135 140 

etg gaa aaa gaa ata gca age tta aga aga aaa atg aaa act tgc eta 602 
Leu Glu Lys Glu lie Ala Ser Leu Arg Arg Lys Met Lys Thr Cys Leu 

145 150 155 

caa aag gaa cgc aga gca act ega aga tgg ate aaa gee atg tgt ttg 6 50 

Gin Lys Glu Arg Arg Ala Thr Arg Arg Trp lie Lys Ala Met Cys Leu 

160 165 170 

gta aag aat tta gaa gca aat agt gta tta cct aaa ggt aca tea gaa 6 98 

Val Lys Asn Leu Glu Ala Asn Ser Val Leu Pro Lys Gly Thr Ser Glu 

175 180 185 

cac atg tta eca act gcc tta age agt ett cct ttg gaa gat ttt aag 746 
His Met Leu Pro Thr Ala Leu Ser Ser Leu Pro Leu Glu Asp Phe Lys 

190 195 200 

ate ett gaa caa gat caa caa gat aaa aca etg eta agt eta aat eta 794 
lie Leu Glu Gin Asp Gin Gin Asp Lys Thr Leu Leu Ser Leu Asn Leu 
205 210 215 220 

aaa cag acc aag agt acc ttc att taaatttage ttgeacagag ettgatgect 848 
Lys Gin Thr Lys Ser Thr Phe lie 

225 

atcetteatt ettttcagaa gtaaagataa ttatggcact tatgceaaaa tteattattt 908 
aataaagttt tacttgaagt aacattactg aatttgtgaa gacttgatta eaaaagaata 968 
aaaaaettea tatggaaatt ttatttgaaa atgagtggaa gegecttaea ttagaattac 1028 
ggacttaaaa attttgetaa taaattgtgt gtttgaaagg tgaaaaaaaa aaaaaa 1084 



<210> 60 

<211> 419 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 33 . .290 



<220> 

<221> sigjpeptide 
<222> 33. .92 
<223> Von Heijne matrix 
score 5.4 

seq WFVHSSALGLVLA/PP 



<400> 60 

aatggtaggc cttcatgtga gccagttact ac atg aat ctt cat ttc cca cag 53 

Met Asn Leu His Phe Pro Gin 
-20 -15 
tgg ttt gtt cat tea tea gcg tta ggc ttg gtc ctg get cca cct ttc 101 
Trp Phe Val His Ser Ser Ala Leu Gly Leu Val Leu Ala Pro Pro Phe 

-10 -5 1 

tec tct ccg ggc act gac cec acc ttt eeg tgt att tac tgt agg eta 149 
Ser Ser Pro Gly Thr Asp Pro Thr Phe Pro Cys lie Tyr Cys Arg Leu 

5 10 15 

tta aat atg ate atg acc ege ctt gea ttt tea ttc ate ace tgt tta 197 
Leu Asn Met lie Met Thr Arg Leu Ala Phe Ser Phe lie Thr Cys Leu 
20 25 30 35 

tge eea aat tta aag gaa gtt tgt etc att ttg cca gaa aaa aat tgt 245 
Cys Pro Asn Leu Lys Glu Val Cys Leu lie Leu Pro Glu Lys Asn Cys 

40 45 50 

aat agt egg eac get gga ttt gta ggg cca gea aaa ttg egg cag 2 90 

Asn Ser Arg His Ala Gly Phe Val Gly Pro Ala Lys Leu Arg Gin 

55 60 65 

tgaaactagt ttcactteta aageecttca ttteeeaeaa ggttaagete tegaaaeeee 3 50 
atttgatect tggttcctat ttcgatectc ctttggaatc tgaaaatcgg tetceatgtt 410 
gtatgcaaa 419 



<210> 61 

<211> 682 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 485. .616 



<220> 

<221> polyA_site 
<222> 669. .682 



<400> 61 

ctectttcte attecttate ttgegtgttt ttaccttttt tteataaeta agtttttgag 60 

gaagttagtg ttettttcaa agaaeeggtt egaaatgtae ttttctttgc taetttttgt 12 0 

tattttattg ateacatctt taatettttg ttetctatae gtggcctgtt ttgatttatt 180 

ttactattct tgetttetaa ggtaagtatt ttgttgtgta gtgetttatt ttttteatct 240 

ttcttcttga ataataatga eatttttagg ttataaattt teetctggta eteagtttgc 300 

etcattaatt ttggcagtaa gcatteteet tttattgett tetatgtagt etttaatttt 360 

gettttaact tettctttga tctaaggatt aectaettgt taatttceaa atattatctt 420 

atetatetat etatctatet atetatctat etatctatet aeetatgtga gacgaagtet 480 

gget atg teg eeg agg ctg gag tge agt ggt gea ate ttg get eac tge 52 9 
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Met Ser Pro Arg Leu Glu Cys Ser Gly Ala lie Leu Ala His Cys 
15 10 15 

aac ccc cgc etc cca ggt tea agt tat tct cct gcc tea get act tgg 577 
Asn Pro Arg Leu Pro Gly Ser Ser Tyr Ser Pro Ala Ser Ala Thr Trp 

20 25 30 

gtg aga gga tec ctt gag eeg ggg agg ttg agg ctg eag tgagceataa 626 
Val Arg Gly Ser Leu Glu Pro Gly Arg Leu Arg Leu Gin 

35 40 
ceactactet ccageetgga taacaaaagt gagactctga ceaaaaaaaa aaaaaa 682 

<210> 62 

<211> 1191 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 54. .995 

<220> 

<221> sig_peptide 
<222> 54. .227 
<223> Von Heijne matrix 
score 4 . 1 

seq LVHHCPTWQWATG/EE 

<220> 

<221> polyA_signal 
<222> 1130. . 1135 

<220> 

<221> polyA_site 
<222> 1181. .1191 

<400> 62 

caeggctgea cttteeatec cgtcgcgggg eeggeegcta ctccggcccc agg atg 56 

Met 

cag aat gtg att aat act gtg aag gga aag gca ctg gaa gtg get gag 104 
Gin Asn Val lie Asn Thr Val Lys Gly Lys Ala Leu Glu Val Ala Glu 

-55 -50 -45 

tac ctg ace eeg gte etc aag gaa tea aag ttt agg gaa aca ggt gta 152 
Tyr Leu Thr Pro Val Leu Lys Glu Ser Lys Phe Arg Glu Thr Gly Val 

-40 -35 -30 

att ace cca gaa gag ttt gtg gca get gga gat cac eta gte cac cac 200 
He Thr Pro Glu Glu Phe Val Ala Ala Gly Asp His Leu Val His His 
-25 -20 -15 -10 

tgt cca aea tgg caa tgg get aca ggg gaa gaa ttg aaa gtg aag gca 248 
Cys Pro Thr Trp Gin Trp Ala Thr Gly Glu Glu Leu Lys Val Lys Ala 

-5 15 
tac eta eea aca gge aaa caa ttt ttg gta ace aaa aat gtg eeg tge 296 
Tyr Leu Pro Thr Gly Lys Gin Phe Leu Val Thr Lys Asn Val Pro Cys 

10 15 20 

tat aag egg tge aaa cag atg gaa tat tea gat gaa ttg gaa get ate 344 
Tyr Lys Arg Cys Lys Gin Met Glu Tyr Ser Asp Glu Leu Glu Ala He 

25 30 35 

att gaa gaa gat gat ggt gat gge gga tgg gta gat aca tat eac aac 392 
He Glu Glu Asp Asp Gly Asp Gly Gly Trp Val Asp Thr Tyr His Asn 
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40 45 50 55 

aca ggt att aca gga ata acg gaa gcc gtt aaa gag ate aca ctg gaa 440 

Thr Gly He Thr Gly He Thr Glu Ala Val Lys Glu He Thr Leu Glu 

60 65 70 

aat aag gac aat ata agg ctt caa gat tgc tea gca eta tgt gaa gag 488 
Asn Lys Asp Asn He Arg Leu Gin Asp Cys Ser Ala Leu Cys Glu Glu 

75 80 85 

gaa gaa gat gaa gat gaa gga gaa get gca gat atg gaa gaa tat gaa 536 
Glu Glu Asp Glu Asp Glu Gly Glu Ala Ala Asp Met Glu Glu Tyr Glu 

90 95 100 

gag agt gga ttg ttg gaa aea gat gag get ace eta gat aca agg aaa 584 
Glu Ser Gly Leu Leu Glu Thr Asp Glu Ala Thr Leu Asp Thr Arg Lys 

105 110 115 

ata gta gaa get tgt aaa gcc aaa act gat get ggc ggt gaa gat get 632 
He Val Glu Ala Cys Lys Ala Lys Thr Asp Ala Gly Gly Glu Asp Ala 
120 125 130 135 

att ttg caa ace aga act tat gac ctt tac ate act tat gat aaa tat 680 
He Leu Gin Thr Arg Thr Tyr Asp Leu Tyr He Thr Tyr Asp Lys Tyr 

140 145 150 

tac cag act cea ega tta tgg ttg ttt ggc tat gat gag caa egg cag 728 
Tyr Gin Thr Pro Arg Leu Trp Leu Phe Gly Tyr Asp Glu Gin Arg Gin 

155 160 165 

cet tta aca gtt gag eac atg tat gaa gac ate agt cag gat eat gtg 776 
Pro Leu Thr Val Glu His Met Tyr Glu Asp He Ser Gin Asp His Val 

170 175 180 

aag aaa aca gtg ace att gaa aat cat cet eat ctg cea eca cet eec 824 
Lys Lys Thr Val Thr He Glu Asn His Pro His Leu Pro Pro Pro Pro 

185 190 195 

atg tgt tea gtt eac eca tgc agg cat get gag gtg atg aag aaa ate 872 
Met Cys Ser Val His Pro Cys Arg His Ala Glu Val Met Lys Lys He 
200 205 210 215 

att gag act gtt gca gaa gga ggg gga gaa ctt gga gtt eat atg tat 92 0 

He Glu Thr Val Ala Glu Gly Gly Gly Glu Leu Gly Val His Met Tyr 

220 225 230 

ctt ctt att ttc ttg aaa ttt gta caa get gte att eca aca ata gaa 968 
Leu Leu He Phe Leu Lys Phe Val Gin Ala Val He Pro Thr He Glu 

235 240 245 

tat gac tac aca aga cae ttc aca atg taatgaagag ageataaaat 1015 
Tyr Asp Tyr Thr Arg His Phe Thr Met 

250 255 
etateetaat tattggttct gatttttaaa gaattaacce atagatgtga ecattgacca 1075 
tattcatcaa tatatacagt ttetctaata agggaettat atgtttatgc attaaataaa 1135 
aatatgttcc actaccagee ttacttgttt aataaaaate agtgeaaaaa aaaaaa 1191 



<210> 63 

<211> 1008 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 657 . . 923 



<220> 

<221> sig_peptide 

<222> 657. .896 

<223> Von Heijne matrix 



44 



score 3 . 5 

seq RGLLSACAPWGDG/ST 

<220> 

<221> polyA_signal 
<222> 957. .962 

<220> 

<221> polyA_site 
<222> 974. .1008 



<220> 

<221> misc_f eature 

<222> 1,5,1008 

<223> n=a, g, c or t 



<400> 63 

ntcgnatgtg gcacaaaacc cctctgctgg ctcatgtgtg caactgagac tgtcagagca 60 

tggctagctc tggggtccag ctctgctggg tgggggctag agaggaagca gggagtatct 12 0 

gcacacagga tgcctgcgct caggtggttg cagaagtcag tgcccaggcc cccccacaca 180 

gtccccaaag gtccggcctc cccagcgcgg ggctcctcgt ttgaggggag gtgacttccc 24 0 

tcccagcagg ctcttggaca cagtaagctt ccccagccct gcctgagcag cctttcctcc 300 

ttgccctgtt ccccacctcc cggctccagt ccagggagct cccagggaag tggtcgaccc 36 0 

ctccagtggc tgggccactc tgctagagtc catccgccaa gctgggggca tcggcaaggc 420 

caagctgcgc agcatgaagg agcgaaagct ggagaagaag aagcagaagg agcaggagca 480 

agtgagagcc acgagccaag gtgggcactt gatgtcggat ctcttcaaca agctggtcat 540 

gaggcgcaag ggcatctctg ggaaagaacc tggggctggt gaggggcccg gaggagcctt 600 

tgcccgcgtg tcagactcca tccctcctct gccgccaccg cagcagccac aggtag atg 65 9 

Met 
-80 

agg aca agg acg act ggg aat cct agg ggg etc cat gac acc ttc ccc 707 
Arg Thr Arg Thr Thr Gly Asn Pro Arg Gly Leu His Asp Thr Phe Pro 

-75 -70 -65 

cgc aga ccc aga ctt ggc cgt tgc tct gac atg gac aca gcc agg aca 755 
Arg Arg Pro Arg Leu Gly Arg Cys Ser Asp Met Asp Thr Ala Arg Thr 

-60 -55 -50 

age tgc tea gac ctg ctt ccc tgg gag ggg gtg acg gaa cca gca ctg 803 
Ser Cys Ser Asp Leu Leu Pro Trp Glu Gly Val Thr Glu Pro Ala Leu 

-45 -40 -35 

tgt gga gac cag ctt caa gga acg gaa ggc tgg ctt gag gcc aca cag 851 
Cys Gly Asp Gin Leu Gin Gly Thr Glu Gly Trp Leu Glu Ala Thr Gin 

-30 -25 -20 

ctg ggg egg gga ctt ctg tct gcc tgt get cca tgg ggg gac ggc tec 899 
Leu Gly Arg Gly Leu Leu Ser Ala Cys Ala Pro Trp Gly Asp Gly Ser 
-15 -10 -5 1 

ace cag cct gtg cca ctg tgt tct taagaggctt ceagagaaaa cggcacacca 953 
Thr Gin Pro Val Pro Leu Cys Ser 

5 

atcaataaag aactgagcag aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaan 1008 



<210> 64 

<211> 568 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 



45 



<222> 18. .311 



<220> 

<221> sig_peptide 
<222> 18. .62 
<223> Von Heijne matrix 
score 8.4 

seq AMWLLCVALAVLA/WG 



<400> 64 

agtgctgctt acccatc atg gaa gca atg tgg etc ctg tgt gtg gcg ttg 50 

Met Glu Ala Met Trp Leu Leu Cys Val Ala Leu 
-15 -10 -5 

gcg gtc ttg gca tgg ggc ttc etc tgg gtt tgg gac tec tea gaa ega 98 
Ala Val Leu Ala Trp Gly Phe Leu Trp Val Trp Asp Ser Ser Glu Arg 

15 10 
atg aag agt egg gag cag gga gga egg ctg gga gee gaa age egg ace 146 
Met Lys Ser Arg Glu Gin Gly Gly Arg Leu Gly Ala Glu Ser Arg Thr 

15 20 25 

ctg ctg gtc ata gcg eac cct gac gat gaa gee atg ttt ttt get eee 194 
Leu Leu Val lie Ala His Pro Asp Asp Glu Ala Met Phe Phe Ala Pro 

30 35 40 

aea gtg eta ggc ttg gee ege eta agg cac tgg gtg tac ctg ett tge 242 
Thr Val Leu Gly Leu Ala Arg Leu Arg His Trp Val Tyr Leu Leu Cys 
45 50 55 60 

ttc tct gca gtt ttc egt agg gag eta agt gaa tac ace gaa ggt ett 290 
Phe Ser Ala Val Phe Arg Arg Glu Leu Ser Glu Tyr Thr Glu Gly Leu 

65 70 75 

ace tet gaa ccc etc aea gee tagggacagg agcggccggc ttacctggtg 341 
Thr Ser Glu Pro Leu Thr Ala 
80 

ggttggggga cgteggcage tcgcgtacta cgccageagg attgaggage agagaaaeag 401 
ttgcagttgg ttgtatteag tacctgeatt tecgttggga aeteeaeetg tacttgttat 461 
tetgtggaac tttttttatt tgtagaagga geaagaatat tgaecttact atatageaea 521 
cgaaacaate tatgctgtat egtgcctgct caatccttaa agttaae 568 



<210> 65 

<211> 538 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 151. .426 



<220> 

<221> sig_peptide 
<222> 151. .258 
<223> Von Heijne matrix 
score 5 . 2 

seq KVALAGLLGFGLG/KV 



<220> 

<221> polyA_signal 
<222> 505. .510 



<220> 



46 



<221> polyA_site 
<222> 527. .538 



<400> 65 

cactgggtca aggagtaagc agaggataaa caactggaag gagagcaagc acaaagtcat 60 
catggcttca gcgtctgctc gtggaaacca agataaagat gcccattttc caccaccaag 12 0 
caagcagctc tgcctttttc tcttgtaagc atg ctt gtc acc cag gga eta gtc 174 

Met Leu Val Thr Gin Gly Leu Val 
-35 -30 
tac caa ggt tat ttg gca get aat tct aga ttt gga tea ttg ccc aaa 222 
Tyr Gin Gly Tyr Leu Ala Ala Asn Ser Arg Phe Gly Ser Leu Pro Lys 

-25 -20 -15 

gtt gca ctt get ggt etc ttg gga ttt gge ctt gga aag gta tea tac 2 70 

Val Ala Leu Ala Gly Leu Leu Gly Phe Gly Leu Gly Lys Val Ser Tyr 

-10 -5 1 

ata gga gta tgc cag agt aaa ttc cat ttt ttt gaa gat cag etc cgt 318 
lie Gly Val Cys Gin Ser Lys Phe His Phe Phe Glu Asp Gin Leu Arg 
5 10 15 20 

999 get ggt ttt ggt eca cag cat aac agg cac tgc etc ctt acc tgt 366 
Gly Ala Gly Phe Gly Pro Gin His Asn Arg His Cys Leu Leu Thr Cys 

25 30 35 

gag gaa tgc aaa ata aag cat gga tta agt gag aag gga gae tct cag 414 
Glu Glu Cys Lys lie Lys His Gly Leu Ser Glu Lys Gly Asp Ser Gin 

40 45 50 

cet tea get tec taaattctgt gtctgtgact ttcgaagttt tttaaacetc 466 
Pro Ser Ala Ser 
55 

tgaatttgta cacatttaaa atttcaagtg tactttaaaa taaaataett etaatggaac 526 
aaaaaaaaaa aa 538 



<210> 66 

<211> 1747 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10. . 1062 

<220> 

<221> sig_peptide 
<222> 10. . 57 
<223> Von Heijne matrix 
score 4.9 

seq FIYLQAHFTLCSG/WS 

<220> 

<221> polyA_signal 
<222> 1710. .1715 



<220> 

<221> polyA_site 
<222> 1735 . . 1747 

<220> 

<221> misc_feature 
<222> 1011 
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<223> n=a, g, c or t 



<400> 66 

gcctcacca atg gtt ccc ttc ate tat ctg caa gcc cac ttt aca etc tgt 51 
Met Val Pro Phe lie Tyr Leu Gin Ala His Phe Thr Leu Cys 
-15 -10 -5 

tct ggg tgg tec age aca tac egg gac etc egg aag ggt gtg tat gtg 99 
Ser Gly Trp Ser Ser Thr Tyr Arg Asp Leu Arg Lys Gly Val Tyr Val 

15 10 
ccc tac ace cag ggc aag tgg gaa ggg gag ctg ggc acc gac ctg gta 147 
Pro Tyr Thr Gin Gly Lys Trp Glu Gly Glu Leu Gly Thr Asp Leu Val 
15 20 25 30 

age ate ccc cat ggc ccc aac gtc act gtg cgt gee aac att get gee 195 
Ser lie Pro His Gly Pro Asn Val Thr Val Arg Ala Asn lie Ala Ala 

35 40 45 

ate act gaa tea gac aag ttc ttc ate aac ggc tec aac tgg gaa ggc 243 
lie Thr Glu Ser Asp Lys Phe Phe lie Asn Gly Ser Asn Trp Glu Gly 

50 55 60 

ate ctg ggg ctg gee tat get gag att gee agg cct gac gac tec ecg 291 
lie Leu Gly Leu Ala Tyr Ala Glu lie Ala Arg Pro Asp Asp Ser Pro 

65 70 75 

gag cct ttc ttt gac tct ctg gta aag cag ace cac gtt ccc aac etc 339 
Glu Pro Phe Phe Asp Ser Leu Val Lys Gin Thr His Val Pro Asn Leu 

80 85 90 

ttc tec ctg cag ctt tgt ggt get ggc ttc ccc etc aac cag tct gaa 387 
Phe Ser Leu Gin Leu Cys Gly Ala Gly Phe Pro Leu Asn Gin Ser Glu 
95 100 105 110 

gtg ctg gee tct gtc gga ggg age atg ate att gga ggt ate gac cac 435 
Val Leu Ala Ser Val Gly Gly Ser Met He He Gly Gly He Asp His 

115 120 125 

teg ctg tac aca ggc agt etc tgg tat aca ccc ate egg egg gag tgg 483 
Ser Leu Tyr Thr Gly Ser Leu Trp Tyr Thr Pro He Arg Arg Glu Trp 

130 135 140 

tat tat gag gtg ate att gtg egg gtg gag ate aat gga cag gat ctg 531 
Tyr Tyr Glu Val He He Val Arg Val Glu He Asn Gly Gin Asp Leu 

145 150 155 

aaa atg gac tgc aag gag tac aac tat gac aag age att gtg gae agt 579 
Lys Met Asp Cys Lys Glu Tyr Asn Tyr Asp Lys Ser He Val Asp Ser 

160 165 170 

ggc ace ace aac ctt cgt ttg ccc aag aaa gtg ttt gaa get gca gtc 62 7 

Gly Thr Thr Asn Leu Arg Leu Pro Lys Lys Val Phe Glu Ala Ala Val 
175 180 185 190 

aaa tec ate aag gca gee tee tec aeg gag aag ttc cct gac ggt ttc 6 75 

Lys Ser He Lys Ala Ala Ser Ser Thr Glu Lys Phe Pro Asp Gly Phe 

195 200 205 

tgg eta gga gag cag ctg gtg tgc tgg caa gca ggc ace acc cct tgg 723 
Trp Leu Gly Glu Gin Leu Val Cys Trp Gin Ala Gly Thr Thr Pro Trp 

210 215 220 

aac att ttc cea gtc ate tea etc tac eta atg ggt gag gtt ace aac 771 
Asn He Phe Pro Val He Ser Leu Tyr Leu Met Gly Glu Val Thr Asn 

225 230 235 

cag tec ttc ege ate ace ate ctt ecg cag caa tac ctg egg cea gtg 819 
Gin Ser Phe Arg He Thr He Leu Pro Gin Gin Tyr Leu Arg Pro Val 

240 245 250 

gaa gat gtg gcc aeg tec caa gac gac tgt tac aag ttt gee ate tea 867 
Glu Asp Val Ala Thr Ser Gin Asp Asp Cys Tyr Lys Phe Ala He Ser 
255 260 265 270 
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cag 


tea 


tec 


acg 


ggc 


act 


gtt 


atg 


gga 


get 


gtt 


ate 


atg 


gag 


ggc 


ttc 


Gin 


Ser 


Ser 


Thr Gly Thr 


Val 


Met 


Gly Ala 


Val 


He 


Met 


Glu Gly 


Phe 










275 










280 










285 




tac 


gtt 


gtc 


ttt 


gat 


egg 


gcc 


cga 


aaa 


cga 


att 


ggc 


ttt 


get 


gtc 


age 


Tyr 


Val 


Val 


Phe 


Asp 


Arg 


Ala 


Arg 


Lys 


Arg 


He 


Gly 


Phe 


Ala 


Val 


Ser 








290 










295 










300 






get 


tgc 


cat 


gtg 


cac 


gat 


gag 


ttc 


agg 


aeg 


gca 


geg 


gtg 


gaa 


ggc 


ccn 


Ala 


Cys 


His 


Val 


His 


Asp 


Glu 


Phe 


Arg 


Thr 


Ala 


Ala 


Val 


Glu Gly 


Pro 






305 










310 










315 








ttt 


tgt 


cac 


ctt 




cat 


gga 


aga 


ctg 


tgg 


eta 


caa 


cat 


tee 


aca 


gae 


Phe 


Cys 


His 


Leu Gly His 


Gly Arg 


Leu 


Trp 


Leu 


Gin 


His 


Ser 


Thr 


Asp 




320 










325 










330 











aga tgagteaaec ctcatgacca tagcctatgt catggctgcc atctgcgccc 1112 
Arg 
335 

tettcatget gccactctgc 
agcageatga tgaetttget 
aagataggga ttcecctgga 
eagatggcac ctgtggccag 
ttgatggaga aggaaaaggc 
aaaagagaag aaagaagcac 
egggaaatte tgctgcttga 
teeaaeceaa agtattettc 
ccttggcgtg tgtecctgtg 
gceaaagtea gtaggagagg 
aaacaagcet aacattggtg 



cteatggtgt gteagtggeg ctgectcege tgcctgcgee 1172 

gatgaeatct cectgctgaa gtgaggagge ccatgggcag 1232 

ccaeacctcc gtggttcact ttggtcacaa gtaggagaca 1292 

ageaeetcag gaceeteece aeecaceaaa tgcctetgcc 1352 

tggcaaggtg ggttecaggg aetgtaectg taggagaeag 1412 

tctgetggeg ggaatactet tggteaeetc aaatttaagt 14 72 

aacttcagce ctgaaccttt gtcaccattc ctttaaattc 1532 

ttttcttagt ttcagaagta ctggcatcac acgcaggtta 1592 

gtaceetggc agagaagaga ceaagettgt ttecetgctg 1652 

atgcacagtt tgctatttgc tttagagaca gggaetgtat 1712 

caaaaaaaaa aaaaa 1747 



<210> 67 

<211> 1686 

<212> DNA 

<2i3> Homo sapiens 



<220> 
<221> CDS 
<222> 78 . .491 



<220> 

<221> sig_j)eptide 
<222> 78 . .218 
<223> Von Heijne matrix 
score 5.8 

seq LMCFGALIGLCAC/IC 



<220> 

<221> polyA_signal 
<222> 1652. .1657 



<220> 

<221> polyA_site 
<222> 1673. .1686 



<400> 67 

ggtatagccc aecagaaagg acagagteat ttgatgtggt caeaaaatgt gtgagtttca 60 
caetaactga geagtte atg gag aaa ttt gtt gat ccc gga aac cac aat 110 

Met Glu Lys Phe Val Asp Pro Gly Asn His Asn 
-45 -40 
age ggg att gat etc ctt agg acc tat ctt tgg cgt tgc cag ttc ctt 158 



49 



Ser Gly lie Asp Leu Leu Arg Thr Tyr Leu Trp Arg Cys Gin Phe Leu 

-35 -30 -25 

tta cct ttt gtg agt tta ggt ttg atg tgc ttt ggg get ttg ate gga 2 06 
Leu Pro Phe Val Ser Leu Gly Leu Met Cys Phe Gly Ala Leu lie Gly 
-20 -15 -10 -5 

ctt tgt get tge att tge ega age tta tat cce aec att gee acg ggc 2 54 
Leu Cys Ala Cys lie Cys Arg Ser Leu Tyr Pro Thr lie Ala Thr Gly 

15 10 

att etc eat ete ett gea ggt ctg tgt aea etg gge tea gta agt tgt 302 
lie Leu His Leu Leu Ala Gly Leu Cys Thr Leu Gly Ser Val Ser Cys 

15 20 25 

tat gtt get gga att gaa eta ete eae eag aaa eta gag etc cet gae 350 
Tyr Val Ala Gly lie Glu Leu Leu His Gin Lys Leu Glu Leu Pro Asp 

30 35 40 

aat gta tee ggt gaa ttt gga tgg tee tte tgc ctt get tgt gtc tet 3 98 
Asn Val Ser Gly Glu Phe Gly Trp Ser Phe Cys Leu Ala Cys Val Ser 
45 50 55 60 

get ccc tta cag tte atg get tet get etc tte ate tgg get get eae 446 
Ala Pro Leu Gin Phe Met Ala Ser Ala Leu Phe lie Trp Ala Ala His 

65 70 75 

aee aae egg aga gag tac ace tta atg aag gea tat cgt gtg gea 491 
Thr Asn Arg Arg Glu Tyr Thr Leu Met Lys Ala Tyr Arg Val Ala 

80 85 90 

tgageaagaa actgcetget ttaeaattgc catttttatt tttttaaaat aataetgata 551 

ttttccccac cteteaattg tttttaattt ttatttgtgg atataeeatt ttattatgaa 611 

aatetatttt atttatacac attcaceaet aaataeaeae ttaataeeae taaaatttat 671 

gtggtttact ttaagegatg eeatctttca aataaaetaa tetaggteta gaeagaaaga 731 

aatggataga gaettgacac aaatttatga aagaaaattg ggagtaggaa tgtgaccgaa 791 

aacaagttgt getaatgtet gttagacttt tcagtaaaae eaaagtaaet gtatetgtte 851 

aaetaaaaae tetatattag tttctttggg aaaeetetea tcgtcaaaae tttatgttca 911 

etttgctgtt gtagatagee agteaaeeag eagtattagt gctgttttca aagatttaag 971 

etetataaaa ttgggaaatt atctaagate atttteceta agcattgaca catagcttca 1031 

tetgaggtga gatatggcag etgtttgtat etgeaetgtg tctgtctaca aagagtgaaa 1091 

aataeagtgt ttaettgaaa ttttaaettt gtaaetgeaa gaatteeagt teggcegggc 1151 

gaggattagt attattttta aeteteegta agatttteag taccaccaaa ttgttttgga 1211 

ttttttttct ttcetettea eataeeaggg ttattaaaag tgtgetttet ttttaeatta 1271 

tattaeagtt acaaggtaaa atteeteaae tgetatttat ttattccagc ccagtactat 1331 

aaagaacgtt teaccataat gaeeeteeag agctgggaaa cctaecacaa gatctaaagt 1391 

tetggetgte cattaacetc caaetatggt etttatttet tgtggtaata tgatgtgcct 1451 

tteettgcct aaatccctte etggtgtgta teaacattat ttaatgtctt etaattcagt 1511 

eattttttat aagtatgtct ataaaeattg aaetttaaaa aacttattta tttattceae 1571 

tactgtagea attgaeagat taaaaaaatg taaetteata atttettaee ataaeeteaa 1631 

tgtetttttt aaaaaataaa attaaaaatg aaaagagaee eaaaaaaaaa aaaaa 1686 

<210> 68 

<211> 542 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 69. .371 



<220> 

<221> sig_peptide 

<222> 69. .287 

<223> Von Heijne matrix 



50 



score 4 

seq AVGFLFWVIVLTS/WI 



<220> 

<221> polyA_signal 
<222> 510. .515 



<220> 

<221> polyA_site 
<222> 530. .542 



<400> 68 

tgt tact tag ggtcaaggct tgggtcttgc cccgcaaacc cttgggacga cccggcccca 60 
gcgcagct atg aac ctg gag cga gtg tec aat gag gag aaa ttg aac ctg 110 
Met Asn Leu Glu Arg Val Ser Asn Glu Glu Lys Leu Asn Leu 
-70 -65 -60 

tgc egg aag tac tac ctg ggg ggg ttt get ttc ttg cct ttt etc tgg 158 
Cys Arg Lys Tyr Tyr Leu Gly Gly Phe Ala Phe Leu Pro Phe Leu Trp 

-55 -50 -45 

ttg gtc aac ate ttc tgg ttc tac cga gag gee ttc ett gte cea gee 206 
Leu Val Asn lie Phe Trp Phe Tyr Arg Glu Ala Phe Leu Val Pro Ala 

-40 -35 -30 

tac aca gaa cag age caa ate aaa ggc tat gtc tgg cgc tea get gtg 254 
Tyr Thr Glu Gin Ser Gin lie Lys Gly Tyr Val Trp Arg Ser Ala Val 

-25 -20 -15 

ggc ttc etc ttc tgg gtg ata gtg etc acc tec tgg ate ace ate ttc 302 
Gly Phe Leu Phe Trp Val lie Val Leu Thr Ser Trp lie Thr lie Phe 

-10 -5 15 

eag ate tac egg cec cgc tgg ggt gee ett ggg gae tac etc tee ttc 350 
Gin lie Tyr Arg Pro Arg Trp Gly Ala Leu Gly Asp Tyr Leu Ser Phe 

10 15 20 

acc ata cec ctg ggc ace ccc tgacaactte tgcacatact ggggccctgc 401 
Thr lie Pro Leu Gly Thr Pro 
25 

ttattctcee aggaeagget ccttaaagca gaggagcetg tcctgggagc cccttctcaa 461 
aeteetaaga ettgttctca tgteecaegt tetctgetga catcecceaa taaaggacce 521 
taactttcaa aaaaaaaaaa a 542 



<210> 69 

<211> 1174 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2 . . 757 



<220> 

<221> sig_peptide 
<222> 2. ,205 
<223> Von Heijne matrix 
score 7 . 3 

seq LRLILSPLPGAQP/QQ 



<220> 

<221> polyA_site 
<222> 1160. .1174 



51 



<400> 69 

g atg cct gag ggc ccc gag ctg cac ctg gcc age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 

gcc tgc agg gcg ctg gtg ttc ggc ggc tgc gtg gag aag tec tct gtc 97 
Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

age cgc aac cct gag gtg ccc ttt gag age agt gcc tac cgc ate tea 145 
Ser Arg Asn Pro Glu Val Pro Phe Glu Ser Ser Ala Tyr Arg lie Ser 

-35 -30 -25 

get tea gcc cgc ggc aag gag ctg cgc ctg ata ctg age cct ctg cct 193 
Ala Ser Ala Arg Gly Lys Glu Leu Arg Leu lie Leu Ser Pro Leu Pro 
-20 -15 -10 -5 

999 cag cct caa cag gag cea ctg gee ctg gtc ttc cgc ttc ggc 241 
Gly Ala Gin Pro Gin Gin Glu Pro Leu Ala Leu Val Phe Arg Phe Gly 

15 10 
atg tee ggc tet ttt cag ctg gtg ccc cgc gag gag ctg cea cgc cat 28 9 

Met Ser Gly Ser Phe Gin Leu Val Pro Arg Glu Glu Leu Pro Arg His 

15 20 25 

gee cac ctg cgc ttt tae aeg gee eeg cct ggc ccc egg etc gee eta 337 
Ala His Leu Arg Phe Tyr Thr Ala Pro Pro Gly Pro Arg Leu Ala Leu 

30 35 40 

tgt ttc gtg gac ate cgc egg ttc ggc cgc tgg gae ett ggg gga aag 3 85 

Cys Phe Val Asp lie Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 
45 50 55 60 

tgg eag eeg ggc cgc ggg ccc tgt gtc ttg.eag gag tac cag cag ttc 433 
Trp Gin Pro Gly Arg Gly Pro Cys Val Leu Gin Glu Tyr Gin Gin Phe 

65 70 75 

agg gag aat gtg eta ega aac eta gcg gat aag gee ttt gae egg eee 481 
Arg Glu Asn Val Leu Arg Asn Leu Ala Asp Lys Ala Phe Asp Arg Pro 

80 85 90 

ate tgc gag gee etc etg gac cag agg ttc ttc aat ggc att ggc aac 52 9 

lie Cys Glu Ala Leu Leu Asp Gin Arg Phe Phe Asn Gly lie Gly Asn 

95 100 105 

tat ctg egg gea gag ate ctg tac egg ctg aag ate ccc ccc ttt gag 577 
Tyr Leu Arg Ala Glu lie Leu Tyr Arg Leu Lys lie Pro Pro Phe Glu 

110 115 120 

aag gcc cgc teg gtc etg gag gcc etg cag cag cac agg eeg age eeg 62 5 

Lys Ala Arg Ser Val Leu Glu Ala Leu Gin Gin His Arg Pro Ser Pro 
125 130 135 140 

gag ctg acc ctg age cag aag ata agg ace aag etg eag aat tea gae 673 
Glu Leu Thr Leu Ser Gin Lys lie Arg Thr Lys Leu Gin Asn Ser Asp 

145 150 155 

ctg etg gag eta tgt cae tea gtg ccc aag gaa gtg gtc eag ttg ggt 721 
Leu Leu Glu Leu Cys His Ser Val Pro Lys Glu Val Val Gin Leu Gly 

160 165 170 

9^9 gcc aaa gat ggc age aac etc tgc ttc age aaa tgattgtgta 767 
Glu Ala Lys Asp Gly Ser Asn Leu Cys Phe Ser Lys 

175 180 
aecctggggc acttgtccee etctggaect gatteaeega tttggaagtt tgtageecta 827 
getgatacte aatggactag geetcctcac ttgtcaatag tgtttccagg ctgggcgcag 887 
tggctcatgc ctgtggtecc ggcacttegg gaggcegagt ggggtggcte acctgaggtc 947 
aggagttega gaceatectg gecaaeatgg tgaaacecca tctccactaa aatgcaaaaa 1007 
attagceagg tgtggtggeg ggeacetgta gtetcageta etcgggagga tgaggeagga 1067 
aaatcgettg aacccaggag gtggaggttg cagttgagct gagatcgtgc eattgcactc 1127 
cagcetggge aacgagagca aaactccate teaaaaaaaa aaaaaaa 1174 
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<210> 70 

<211> 1285 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2 . . 1051 



<220> 

<221> sig_peptide 
<222> 2. .205 
<223> Von Heijne matrix 
score 7.3 

seq LRLILSPLPGAQP/QQ 



<220> 

<221> polyA_signal 
<222> 1248. .1253 



<220> 

<221> polyA_site 
<222> 1272. .1285 



<400> 70 

g atg act gag ggc ccc gag ctg cac ctg gcc age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 

gcc tgc agg gcg ctg gtg ttc ggc ggc tgc gtg gag aag tec tet gtc 97 
Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

age cge aac cet gag gtg ccc ttt gag age agt gcc tac cgc ate tea 145 
Ser Arg Asn Pro Glu Val Pro Phe Glu Ser Ser Ala Tyr Arg lie Ser 

-35 -30 -25 

get tea gee cgc ggc aag gag ctg cge ctg ata ctg age cet ctg cet 193 
Ala Ser Ala Arg Gly Lys Glu Leu Arg Leu lie Leu Ser Pro Leu Pro 
-20 -15 -10 -5 

999 gcc cag ccc eaa cag gag cea ctg gcc ctg gtc ttc cgc ttc ggc 241 
Gly Ala Gin Pro Gin Gin Glu Pro Leu Ala Leu Val Phe Arg Phe Gly 

15 10 
atg tec ggc tct ttt cag ctg gtg ccc cgc gag gag ctg cea cge eat 289 
Met Ser Gly Ser Phe Gin Leu Val Pro Arg Glu Glu Leu Pro Arg His 

15 20 25 

gcc cac ctg cge ttt tac acg gee eeg cet ggc ccc egg etc gcc eta 337 
Ala His Leu Arg Phe Tyr Thr Ala Pro Pro Gly Pro Arg Leu Ala Leu 

30 35 40 

tgt ttc gtg gae ate cge egg ttc ggc cgc tgg gae ett ggg gga aag 3 85 

Cys Phe Val Asp lie Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 
45 50 55 60 

tgg cag ccg ggc cge ggg eec tgt gtc ttg cag gag tac cag cag ttc 433 
Trp Gin Pro Gly Arg Gly Pro Cys Val Leu Gin Glu Tyr Gin Gin Phe 

65 70 75 

agg ctg aag ate ccc ccc ttt gag aag gcc cgc teg gtc ctg gag gcc 481 
Arg Leu Lys lie Pro Pro Phe Glu Lys Ala Arg Ser Val Leu Glu Ala 

80 85 90 

ctg cag cag cac agg ccg age eeg gag ctg acc ctg age cag aag ata 529 
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Leu Gin Gin His Arg Pro Ser Pro Glu Leu Thr Leu Ser Gin Lys lie 

95 100 105 

agg acc aag ctg cag aat cca gac ctg ctg gag eta tgt cac tea gtg 577 
Arg Thr Lys Leu Gin Asn Pro Asp Leu Leu Glu Leu Cys His Ser Val 

110 115 120 

ccc aag gaa gtg gac cag ttg ggg ggc agg ggc tac ggg tea gag age 625 
Pro Lys Glu Val Asp Gin Leu Gly Gly Arg Gly Tyr Gly Ser Glu Ser 
125 130 135 140 

999 9^9 9^9 9^^ ttt get gee ttt ega gee tgg etg ege tgc tat ggc 673 
Gly Glu Glu Asp Phe Ala Ala Phe Arg Ala Trp Leu Arg Cys Tyr Gly 

145 150 155 

atg cca ggc atg age tee etg cag gac egg eat gge egt aee ate tgg 721 
Met Pro Gly Met Ser Ser Leu Gin Asp Arg His Gly Arg Thr lie Trp 

160 165 170 

ttc cag ggg gat cet gga ccg ttg gea eee aaa ggg ege aag tec ege 76 9 

Phe Gin Gly Asp Pro Gly Pro Leu Ala Pro Lys Gly Arg Lys Ser Arg 

175 180 185 

aaa aag aaa tee aag gee aea eag etg agt cet gag gac aga gtg gag 817 
Lys Lys Lys Ser Lys Ala Thr Gin Leu Ser Pro Glu Asp Arg Val Glu 

190 195 200 

gac get ttg cet eea age aag gee cet tee aag aea ega agg gea aag 865 
Asp Ala Leu Pro Pro Ser Lys Ala Pro Ser Lys Thr Arg Arg Ala Lys 
205 210 215 220 

aga gac ett eet aag agg act gea aee cag egg cet gag ggg ace age 913 
Arg Asp Leu Pro Lys Arg Thr Ala Thr Gin Arg Pro Glu Gly Thr Ser 

225 230 235 

etc eag eag gac cca. gaa get eee aca gtg ccc aag aag ggg agg agg 961 
Leu Gin Gin Asp Pro Glu Ala Pro Thr Val Pro Lys Lys Gly Arg Arg 

240 245 250 

aag ggg ega cag gea gee tct ggc cac tgc aga eee egg aag gtc aag 1009 
Lys Gly Arg Gin Ala Ala Ser Gly His Cys Arg Pro Arg Lys Val Lys 

255 260 265 

get gac ate eea tee ttg gaa cca gag ggg aee tea gee tet 1051 
Ala Asp lie Pro Ser Leu Glu Pro Glu Gly Thr Ser Ala Ser 

270 275 280 

tagcaggagg eteteettgc ttgeactcae ectttcttat tgtettgeee tgcatetggg 1111 
ggtctgaatt tttgggagea ggcaatatet gaaggtgeaa acaggeecta eggetgttee 1171 
ctgeacaact eteatggttt taattgtaee ecatctteca eatctttaaa geteatgtga 1231 
aaaatgctgc atttttaata aactgataca tttgaactec aaaaaaaaaa aaaa 1285 

<210> 71 
<211> 1398 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2. .1171 



<220> 

<221> sig_peptide 
<222> 2 . .205 
<223> Von Heijne matrix 
score 7 . 3 

seq LRLILSPLPGAQP/QQ 



<220> 



54 



<221> 
<222> 



polyA_signal 
1368. .1373 



<220> 

<221> polyA_site 
<222> 1386. .1398 



<400> 71 

g atg cct gag ggc ccc gag ctg cac ctg gcc age cag ttt gtg aat gag 49 
Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 

gcc tgc agg gcg ctg gtg ttc ggc ggc tgc gtg gag aag tec tct gtc 97 
Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

age cgc aac cct gag gtg ccc ttt gag age agt gee tac cgc ate tea 145 
Ser Arg Asn Pro Glu Val Pro Phe Glu Ser Ser Ala Tyr Arg lie Ser 

-35 -30 -25 

get tea gee cgc ggc aag gag ctg cgc ctg ata ctg age cct ctg cct 193 
Ala Ser Ala Arg Gly Lys Glu Leu Arg Leu lie Leu Ser Pro Leu Pro 
-20 -15 -10 -5 

cag ccc eaa cag gag cca ctg gee ctg gtc ttc cgc ttc ggc 241 
Gly Ala Gin Pro Gin Gin Glu Pro Leu Ala Leu Val Phe Arg Phe Gly 

15 10 
atg tee ggc tct ttt cag ctg gtg ccc cgc gag gag ctg cca cgc cat 289 
Met Ser Gly Ser Phe Gin Leu Val Pro Arg Glu Glu Leu Pro Arg His 

15 20 25 

gee cac ctg cgc ttt tae aeg gcc ccg cct ggc eee egg etc gcc eta 33 7 

Ala His Leu Arg Phe Tyr Thr Ala Pro Pro Gly Pro Arg Leu Ala Leu 

30 35 40 

tgt ttc gtg gae ate cgc egg ttc gge ege tgg gae ett ggg gga aag 3 85 

Cys Phe Val Asp lie Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 
45 50 55 60 

tgg cag ecg gge cgc ggg ccc tgt gtc ttg cag gag tae eag cag ttc 433 
Trp Gin Pro Gly Arg Gly Pro Cys Val Leu Gin Glu Tyr Gin Gin Phe 

65 70 75 

agg gag aat gtg eta cga aac eta gcg gat aag gcc ttt gae egg ccc 481 
Arg Glu Asn Val Leu Arg Asn Leu Ala Asp Lys Ala Phe Asp Arg Pro 

80 85 90 

ate tgc gag gee etc ctg gae cag agg ttc ttc aat ggc att gge aae 52 9 

lie Cys Glu Ala Leu Leu Asp Gin Arg Phe Phe Asn Gly lie Gly Asn 

95 100 105 

tat ctg egg gca gag ate ctg tac egg ctg aag ate ccc ccc ttt gag 577 
Tyr Leu Arg Ala Glu lie Leu Tyr Arg Leu Lys lie Pro Pro Phe Glu 

110 115 120 

aag gee cgc teg gtc ctg gag gee ctg cag cag cac agg ccg age ccg 625 
Lys Ala Arg Ser Val Leu Glu Ala Leu Gin Gin His Arg Pro Ser Pro 
125 130 135 140 

gag ctg ace ctg age cag aag ata agg acc aag ctg cag aat cca gae 673 
Glu Leu Thr Leu Ser Gin Lys lie Arg Thr Lys Leu Gin Asn Pro Asp 

145 150 155 

Ctg ctg gag eta tgt cac tea gtg eee aag gaa gtg gtc cag ttg ggg 721 
Leu Leu Glu Leu Cys His Ser Val Pro Lys Glu Val Val Gin Leu Gly 

160 165 170 

ggc aga gge tac ggg tea gag age ggg gag gag gae ttt get gcc ttt 769 
Gly Arg Gly Tyr Gly Ser Glu Ser Gly Glu Glu Asp Phe Ala Ala Phe 

175 180 185 

cga gcc tgg ctg ege tgc tat ggc atg cca ggc atg age tee ctg cag 817 
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Arg Ala Trp Leu Arg Cys Tyr Gly Met Pro Gly Met Ser Ser Leu Gin 

190 195 200 

gac egg cat ggc cgt acc ate tgg ttc cag ggg gat cct gga ccg ttg 865 
Asp Arg His Gly Arg Thr lie Trp Phe Gin Gly Asp Pro Gly Pro Leu 
205 210 215 220 

gca ccc aaa ggg cgc aag tec cgc aaa aag aaa tec aag gee aca cag 913 
Ala Pro Lys Gly Arg Lys Ser Arg Lys Lys Lys Ser Lys Ala Thr Gin 

225 230 235 

ctg agt cct gag gac aga gtg gag gac get ttg cct ccg age aag gee 961 
Leu Ser Pro Glu Asp Arg Val Glu Asp Ala Leu Pro Pro Ser Lys Ala 

240 245 250 

cct tec agg aca ega agg gca aag aga gac ctt cct aag agg act gca 1009 
Pro Ser Arg Thr Arg Arg Ala Lys Arg Asp Leu Pro Lys Arg Thr Ala 

255 260 265 

ace cag egg cct gag ggg ace age etc cag cag gac eca gaa get ccc 1057 
Thr Gin Arg Pro Glu Gly Thr Ser Leu Gin Gin Asp Pro Glu Ala Pro 

270 275 280 

aca gtg ccc aag aag ggg agg agg aag ggg ega cag gca gee tet ggc 1105 
Thr Val Pro Lys Lys Gly Arg Arg Lys Gly Arg Gin Ala Ala Ser Gly 
285 290 295 300 

cae tge aga ccc egg aag gtc aag get gac ate eca tec ttg gaa eca 1153 
His Cys Arg Pro Arg Lys Val Lys Ala Asp lie Pro Ser Leu Glu Pro 

305 310 315 

9^9 999 tea gee tet tagcaggagg cteteettge ttgeactcac 12 01 

Glu Gly Thr Ser Ala Ser 
320 

ectttcttat tgtcttgccc tgcatctggg ggtctgaatt tttgggagca ggcaatatet 1261 
gaaggtgcaa acaggeccta cggetgttee etgeaeaact ctcatggttt taattgtaec 13 21 
ceatcttcca eatctttaaa getcatgtga aaaatgetge atttttaata aactgataea 1381 
tttgaaaaaa aaaaaaa 13 98 

<210> 72 

<211> 821 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 42 . .611 

<220> 

<221> sig_peptide 
<222> 42. .287 
<223> Von Heijne matrix 
score 4,4 

seq NLPHLQWGLTWG/HI 

<220> 

<221> polyA_signal 
<222> 787. .792 

<220> 

<221> polyA_site 
<222> 808. .821 

<400> 72 

ccgttgceag ttctgegegt gteetgegte tecagtatgg a atg tat gtt tgg ccc 56 
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Met Tyr Val Trp Pro 
-80 

tgt get gtg gtc ctg gcc cag tac ctt tgg ttt cac aga aga tct ctg 104 
Cys Ala Val Val Leu Ala Gin Tyr Leu Trp Phe His Arg Arg Ser Leu 

-75 -70 -65 

cca ggc aag gcc ate tta gag att gga gca gga gtg age ctt cea gga 152 
Pro Gly Lys Ala lie Leu Glu lie Gly Ala Gly Val Ser Leu Pro Gly 

-60 -55 -50 

att ttg act gee aaa tgt ggt gca gaa gta ata ctg tea gac age tea 200 
lie Leu Thr Ala Lys Cys Gly Ala Glu Val lie Leu Ser Asp Ser Ser 
-45 -40 -35 -30 

gaa ctg cct cac tgt ctg gaa gtc tgt egg caa age tgc caa atg aat 248 
Glu Leu Pro His Cys Leu Glu Val Cys Arg Gin Ser Cys Gin Met Asn 

-25 -20 -15 

aac ctg cca cat ctg cag gtg gta gga eta aca tgg ggt cat ata tct 2 96 

Asn Leu Pro His Leu Gin Val Val Gly Leu Thr Trp Gly His lie Ser 

-10 -5 1 

tgg gat ctt ctg get eta cca cea caa gat att ate ctt gca tct gat 344 
Trp Asp Leu Leu Ala Leu Pro Pro Gin Asp lie lie Leu Ala Ser Asp 

5 10 15 

gtg ttc ttt gaa cca gaa gat ttt gaa gac att ttg get aca ata tat 3 92 

Val Phe Phe Glu Pro Glu Asp Phe Glu Asp lie Leu Ala Thr lie Tyr 
20 25 30 35 

ttt ttg atg cac aag aat ccc aag gtc caa ttg tgg tct act tat caa 440 
Phe Leu Met His Lys Asn Pro Lys Val Gin Leu Trp Ser Thr Tyr Gin 

40 45 50 

gtt agg agt get gac tgg tea ctt gaa get tta. etc tac aaa tgg gat 488 
Val Arg Ser Ala Asp Trp Ser Leu Glu Ala Leu Leu Tyr Lys Trp Asp 

55 60 65 

atg aaa tgt gtc cac att cct ctt gag tct ttt gat gca gac aaa gaa 536 
Met Lys Cys Val His lie Pro Leu Glu Ser Phe Asp Ala Asp Lys Glu 

70 75 80 

gat ata gca gaa tct ace ctt cca gga aga cat aca gtt gaa atg ctg 584 
Asp lie Ala Glu Ser Thr Leu Pro Gly Arg His Thr Val Glu Met Leu 

85 90 95 

gtc att tec ttt gca aag gac agt etc tgaattatae etacaacctg 631 
Val lie Ser Phe Ala Lys Asp Ser Leu 
100 105 

ttetgggaca gtatcaatae tgatgagcaa cctggcacac aaactatgag cagaccaett 691 
cagcttgaga atgcagtggg tetgaagatg gteaagtctg tetgecttag attttgatgt 751 
cacctagaca acacttaaac teatatgaaa caaaaattaa aataegtatt acaagtaaaa 811 
aaaaaaaaaa 821 



<210> 73 

<211> 916 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 62. .916 



<220> 

<221> sig_j)eptide 
<222> 62. .757 
<223> Von Heijne matrix 
score 4 . 2 
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seq LVTPAALRPLVLG/GN 

<220> 

<221> polyA_site 
<222> 904. .916 

<400> 73 

cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 60 
S ^tg gga tgt gtt ttc cag age aca gaa gac aaa cgt ata ttc aag ata 109 
Met Gly Cys Val Phe Gin Ser Thr Glu Asp Lys Arg lie Phe Lys lie 
-230 -225 -220 

gac tgg act ctg tea oca gga gag cac gcc aag gac gaa tat gtg eta 157 
Asp Trp Thr Leu Ser Pro Gly Glu His Ala Lys Asp Glu Tyr Val Leu 

-215 -210 -205 

tac tat tac tec aat etc agt gtg cet att ggg egc ttc cag aac cge 205 
Tyr Tyr Tyr Ser Asn Leu Ser Val Pro lie Gly Arg Phe Gin Asn Arg 
-200 -195 -190 -185 

gta cac ttg atg ggg gac aac tta tgc aat gat gge tet etc ctg etc 2 53 

Val His Leu Met Gly Asp Asn Leu Cys Asn Asp Gly Ser Leu Leu Leu 

-180 -175 -170 

caa gat gtg caa gag get gac cag gga ace tat ate tgt gaa ate cge 301 
Gin Asp Val Gin Glu Ala Asp Gin Gly Thr Tyr lie Cys Glu lie Arg 

-165 -160 -155 

etc aaa ggg gag age cag gtg ttc aag aag gcg gtg gta ctg cat gtg 349 
Leu Lys Gly Glu Ser Gin Val Phe Lys Lys Ala Val Val Leu His Val 

-150 -145 -140 

ett eea gag gag ecc aaa gag etc atg gte cat gtg ggt gga ttg att 3 97 

Leu Pro Glu Glu Pro Lys Glu Leu Met Val His Val Gly Gly Leu lie 

-135 -130 -125 

cag atg gga tgt gtt ttc cag age aca gaa gtg aaa cac gtg ace aag 44 5 

Gin Met Gly Cys Val Phe Gin Ser Thr Glu Val Lys His Val Thr Lys 
-120 -115 -110 -105 

gta gaa tgg ata ttt tea gga egg cge gea aag gag gag att gta ttt 4 93 

Val Glu Trp lie Phe Ser Gly Arg Arg Ala Lys Glu Glu lie Val Phe 

-100 -95 -90 

cgt tac tac cac aaa etc agg atg tet gcg gag tac tec cag age tgg 541 
Arg Tyr Tyr His Lys Leu Arg Met Ser Ala Glu Tyr Ser Gin Ser Trp 

-85 -80 -75 

gge cac ttc cag aat cgt gtg aac ctg gtg ggg gac att ttc cge aat 589 
Gly His Phe Gin Asn Arg Val Asn Leu Val Gly Asp lie Phe Arg Asn 

-70 -65 -60 

gac ggt tec ate atg ett caa gga gtg agg gag tea gat gga gga aac 63 7 

Asp Gly Ser lie Met Leu Gin Gly Val Arg Glu Ser Asp Gly Gly Asn 

-55 -50 -45 

tac ace tgc agt ate cac eta ggg aac ctg gtg ttc aag aaa ace att 685 
Tyr Thr Cys Ser lie His Leu Gly Asn Leu Val Phe Lys Lys Thr lie 
-40 -35 -30 -25 

gtg ctg eat gte age ccg gaa gag cet ega aca ctg gtg ace ceg gca 733 
Val Leu His Val Ser Pro Glu Glu Pro Arg Thr Leu Val Thr Pro Ala 

-20 -15 -10 

gee ctg agg cet ctg gte ttg ggt ggt aat cag ttg gtg ate att gtg 781 
Ala Leu Arg Pro Leu Val Leu Gly Gly Asn Gin Leu Val He He Val 

-5 15 
gga att gte tgt gee aca ate ctg ctg etc cet gte ctg ata ttg ate 829 
Gly lie Val Cys Ala Thr He Leu Leu Leu Pro Val Leu He Leu He 

10 15 20 

gtg aag aag ace tgt gga aat aag agt tea gtg aat tet aca gte ttg 877 
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Val Lys Lys Thr Cys Gly Asn Lys Ser Ser Val Asn Ser Thr Val Leu 
25 30 35 40 

gtg aag aac acg aag aag act aat cca aaa aaa aaa aaa 916 
Val Lys Asn Thr Lys Lys Thr Asn Pro Lys Lys Lys Lys 
45 50 

<210> 74 
<211> 1153 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62. .520 

<220> 

<221> polyA_signal 
<222> 1124. .1129 

<220> 

<221> polyA_site 
<222> 1141. .1153 

<400> 74 

cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 60 
9 ^tg gga tgt gtt ttc cag age aca gta gac aaa tgt ata ttc aag ata 109 
Met Gly Cys Val Phe Gin Ser Thr Val Asp Lys Cys lie Phe Lys lie 
15 10 15 



gac 


tgg 


act 


ctg 


tea 


cca 


gga 


gag 


cac 


gee 


aag 


gac 


gaa 


tat 


gtg 


eta 


157 


Asp 


Trp 


Thr 


Leu 


Ser 


Pro 


Gly 


Glu 


His 


Ala 


Lys 


Asp 


Glu 


Tyr 


Val 


Leu 










20 










25 










30 








tac 


tat 


tac 


tec 


aat 


etc 


agt 


gtg 


cet 


att 


ggg 


cgc 


ttc 


cag 


aac 


cgc 


205 


Tyr 


Tyr 


Tyr 


Ser 


Asn 


Leu 


Ser 


Val 


Pro 


He 


Gly 


Arg 


Phe 


Gin 


Asn 


Arg 








35 










40 










45 










gta 


cac 


ttg 


atg 


ggg 


gac 


ate 


tta 


tge 


aat 


gat 


ggc 


tct 


etc 


ctg 


etc 


253 


Val 


His 


Leu 


Met 


Gly 


Asp 


He 


Leu 


Cys 


Asn 


Asp 


Gly 


Ser 


Leu 


Leu 


Leu 






50 










55 










60 












caa 


gat 


gtg 


caa 


gag 


get 


gac 


cag 


gga 


ace 


tat 


ate 


tgt 


gaa 


ate 


cgc 


301 


Gin 


Asp 


Val 


Gin 


Glu 


Ala 


Asp 


Gin 


Gly 


Thr 


Tyr 


He 


Cys 


Glu 


He 


Arg 




65 










70 










75 










80 




etc 


aaa 


ggg 


gag 


age 


cag 


gtg 


ttc 


aag 


aag 


gcg 


gtg 


gta 


ctg 


eat 


gtg 


349 


Leu 


Lys 


Gly 


Glu 


Ser 


Gin 


Val 


Phe 


Lys 


Lys 


Ala 


Val 


Val 


Leu 


His 


Val 












85 










90 










95 






ctt 


cca 


gag 


gag 


cec 


aaa 


gag 


etc 


atg 


gtc 


cat 


gtg 


ggt 


gga 


ttg 


att 


397 


Leu 


Pro 


Glu 


Glu 


Pro 


Lys 


Glu 


Leu 


Met 


Val 


His 


Val 


Gly 


Gly 


Leu 


He 










100 










105 










110 








cag 


atg 


gga 


tgt 


gtt 


ttc 


cag 


age 


aca 


gaa 


gtg 


aaa 


cac 


gtg 


ace 


aag 


445 


Gin 


Met 


Gly 


Cys 


Val 


Phe 


Gin 


Ser 


Thr 


Glu 


Val 


Lys 


His 


Val 


Thr 


Lys 








115 










120 










125 










gta 


gaa 


tgg 


ata 


ttt 


tea 


gga 


egg 


cgc 


gea 


aag 


gta 


aca 


agg 


agg 


aaa 


493 


Val 


Glu 


Trp 


He 


Phe 


Ser 


Gly 


Arg 


Arg 


Ala 


Lys 


Val 


Thr 


Arg 


Arg 


Lys 






130 










135 










140 












cat 


cac 


tgt 


gtt 


aga 


gaa 


gge 


tct 


ggc 


tgatggtatc aggaeaaagg 




540 


His 


His 


Cys 


Val 


Arg 


Glu 


Gly 


Ser 


Gly 



















145 150 

tagaatcagg caeatgagga ggtgttgeaa gagcetgggc tttggtgctt ateagaactg 600 
gaecttctec tagcaattte agetttetgg tgggaaaggt aacteeaatg aagaacaaga 66 0 
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acaagaagat gatgatgatg cttaactttt tggatgccga tatgagattg tacatgtaaa 720 

gcattttgta taagacttgg cccctgcatt ttagtttcct tctttctccc ttttccttcg 780 

tatagagtcc atgggagaat gagggagatg atttttgtgg cccagccaag aaagcaatgg 840 

gctagacatt aaaatgatta cacttttatt cttactgggg ttagttctgt gagttttcat 900 

ctgtgcccca ttgccccatt tatgtgatgg agggaatttt catgggtact tcacgtgttg 960 

ggattgattg atcctggggg ccagggtgaa gggtatttta cgggacctct ataaagcagg 1020 

aagaagcaag tttattcttt agaccagtag ctctcaacca tgatgtggtc atatatttat 1080 

gggtcaacat gtgttgtggg gatatcccaa gtaacttgtt attaataaaa gttaagttgc 1140 

aaaaaaaaaa aaa 1153 



<210> 75 

<211> 1517 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 21. .167 



<220> 

<221> misc_f eature 

<222> 28,996 

<223> n=a, g, c or t 



<400> 75 

ctctgaaatg cttgtctttt atg ctg gna ggt gac cat agg get ctg ctt tta 53 

Met Leu Xaa Gly Asp His Arg Ala Leu Leu Leu 
15 10 

aag ata tgg ctg ctt caa agg cca gag tea cag gaa gga ctt ctt cca 101 
Lys lie Trp Leu Leu Gin Arg Pro Glu Ser Gin Glu Gly Leu Leu Pro 

15 20 25 

ggg aga tta gtg gtg atg gag agg aga gtt aaa atg acc tea tgt cct 149 
Gly Arg Leu Val Val Met Glu Arg Arg Val Lys Met Thr Ser Cys Pro 

30 35 40 

tct tgt cca egg ttt tgt tgagttttca ctcttctaat gcaagggtet 197 
Ser Cys Pro Arg Phe Cys 
45 

cacactgtga aceacttagg atgtgatcac tttcaggtgg eeaggaatgt tgaatgtctt 257 

tggctcagtt catttaaaaa agatatctat ttgaaagtte teagagttgt acatatgttt 317 

cacagtacag gatetgtaca taaaagtttc tttcctaaac eatteaecaa gagccaatat 377 

ctaggcattt tcttggtage acaaattttc ttattgetta gaaaattgtc ctccttgtta 43 7 

tttctgtttg taagacttaa gtgagttagg tctttaagga aagcaacgct ectctgaaat 497 

gcttgtcttt tatgctggga ggtgaccata gggctctgct tttaaagata tggctgcttc 557 

aaaggccaga gtcacaggaa ggacttcttc cagggagatt agtggtgatg gagaggagag 617 

ttaaaatgac ctcatgtcct tcttgtccac ggttttgttg agttttcact cttctaatgc 677 

aagggtctca cactgtgaac cacttaggat gtgatcactt tcaggtggcc aggaatgttg 73 7 

aatgtctttg gctcagttca tttaaaaaag atatctattt gaaagttctc agagttgtac 797 

atatgtttca cagtacagga tctgtacata aaagtttctt tcctaaacca ttcaccaaga 857 

gccaatatct aggcattttc ttggtagcac aaattttctt attgcttaga aaattgtcct 917 

ccttgttatt tctgtttgta agacttaagt gagttaggtc tttaaggaaa gcaacgctcc 977 

tctgaaatgc ttgtctttna tgctgggagg tgaccatagg gctctgcttt taaagatatg 1037 

gctgcttcaa aggccagagt cacaggaagg acttcttcca gggagattag tggtgatgga 1097 

gaggagagtt aaaatgacct catgtccttc ttgtccacgg ttttgttgag ttttcactct 1157 

tctaatgcaa gggtctcaca ctgtgaacca cttaggatgt gatcactttc aggtggccag 1217 

gaatgttgaa tgtctttggc tcagttcatt taaaaaagat atctatttga aagttctcag 1277 

agttgtacat atgtttcaca gtacaggatc tgtacataaa agtttctttc ctaaaccatt 1337 

caccaagagc caatatctag gcattttctt ggtagcacaa attttcttat tgcttagaaa 1397 



60 



attgtcctcc ttgttatttc tgtttgtaag acttaagtga gttaggtctt taaggaaagc 1457 
aacgctcctc tgaaatgctt gtcttttatg ctgggaggtg accatagggc tctgctttta 1517 

<210> 76 

<211> 526 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22. .318 

<220> 

<221> sig_peptide 
<222> 22. .93 
<223> Von Heijne matrix 
score 4 . 6 

seq FFIFCSLNTLLLG/GV 

<220> 

<221> polyA_signal 
<222> 497 . . 502 

<220> 

<221> polyA_site 
<222> 516. .526 

<400> 76 



ctgcctgctg cttgctgcac c 


atg 


aag 


tct 


gee 


aag 


etg 


gga 


ttt 


ctt 


eta 


51 














Met 


Lys 


Ser 


Ala 


Lys 
-20 


Leu 


Gly 


Phe 


Leu 


Leu 
-15 




aga 


ttc 


ttc 


ate 


ttc 


tgc 


tea 


ttg 


aat 


ace 


etg 


tta 


ttg 


ggt 


ggt 


gtt 


99 


Arg 


Phe 


Phe 


He 


Phe 
-10 


Cys 


Ser 


Leu 


Asn 


Thr 
-5 


Leu 


Leu 


Leu 


Gly 


Gly 
1 


Val 




aat 


aaa 


att 


gcg 


gag 


aag 


ata 


tgt 


gga 


gac 


etc 


aaa 


gat 


ece 


tgc 


aaa 


147 


Asn 


Lys 


lie 
5 


Ala 


Glu 


Lys 


He 


Cys 
10 


Gly 


Asp 


Leu 


Lys 


Asp 
15 


Pro 


Cys 


Lys 




ttg 


gac 


atg 


aat 


ttt 


gga 


age 


tgc 


tat 


gaa 


gtt 


eac 


ttt 


aga 


tat 


ttc 


195 


Leu 


Asp 
20 


Met 


Asn 


Phe 


Gly 


Ser 
25 


Cys 


Tyr 


Glu 


Val 


His 
30 


Phe 


Arg 


Tyr 


Phe 




tac 


aac 


aga 


acc 


tec 


aaa 


aga 


tgt 


gaa 


act 


ttt 


gtc 


ttc 


tee 


ggc 


tgt 


243 


Tyr 


Asn 


Arg 


Thr 


Ser 


Lys 


Arg 


Cys 


Glu 


Thr 


Phe 


Val 


Phe 


Ser 


Gly 


Cys 




35 










40 










45 










50 




aat 


ggc 


aac 


ctt 


aac 


aac 


ttc 


aag 


ett 


aaa 


ata 


gaa 


egt 


gaa 


gta 


gee 


291 


Asn Gly 


Asn 


Leu 


Asn 


Asn 


Phe 


Lys 


Leu 


Lys 


He 


Glu 


Arg 


Glu 


Val 


Ala 












55 










60 










65 






tgt 


gtt 


gca 


aaa 


tac 


aaa 


cca 


ecg 


agg 


tgagaggatg tgaaeteatg 




338 


Cys 


Val 


Ala 


Lys 
70 


Tyr 


Lys 


Pro 


Pro 


Arg 
75 



















aagttgtctg etgcaecatc cgaaataaag aeaeaagaaa attcagaetg attttgaaat 3 98 

ctttgtaata tttccataat gctttaaget teeatatgtt tgctatttte ctgaeeetag 458 

ttttgtcttt eetggaaatt aaetgtatga tcattagaat gaaagagtet ttetgteaaa 518 

aaaaaaaa 526 



<210> 77 
<211> 352 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 8. .292 



<220> 

<221> sig_peptide 
<222> 8. .118 
<223> Von Heijne matrix 
score 5.6 

seq WLLLDALLRLGDT/KK 

<220> 

<221> polyA_signal 
<222> 317. .322 



<220> 

<221> polyA_site 
<222> 339. .352 



<400> 77 

ctgagat atg gca agt ccc get gta aac agg tgg aaa agg cca agg ttg 49 
Met Ala Ser Pro Ala Val Asn Arg Trp Lys Arg Pro Arg Leu 
-35 -30 -25 

aag ccg gtg tgg cca egg cgc ttg gaa tec tgg ttg ttg ctg gat get 97 
Lys Pro Val Trp Pro Arg Arg Leu Glu Ser Trp Leu Leu Leu Asp Ala 

-20 -15 -10 

ett ttg cga tta gga gat ace aaa aaa aag ega cag cct gaa gca gee 145 
Leu Leu Arg Leu Gly Asp Thr Lys Lys Lys Arg Gin Pro Glu Ala Ala 

-5 15 
aca aaa tec tgt gtt aga age age tgt ggg ggt ccc agt gga gat ggg 193 
Thr Lys Ser Cys Val Arg Ser Ser Cys Gly Gly Pro Ser Gly Asp Gly 
10 15 20 25 

eet eee cca tgc etc cag eag cct gae cct cgt gee ctg tet eag geg 241 
Pro Pro Pro Cys Leu Gin Gin Pro Asp Pro Arg Ala Leu Ser Gin Ala 

30 35 40 

ttc tet aga tee ttt eet ctg ttt ccc tet etc get gge aaa agt atg 289 
Phe Ser Arg Ser Phe Pro Leu Phe Pro Ser Leu Ala Gly Lys Ser Met 

45 50 55 

ate taattgaaae aagaetgaag gatcaataaa cagceatctg eccetteaaa 342 
lie 

aaaaaaaaaa 352 



<210> 78 

<211> 542 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 16. .378 



<220> 

<221> sig_peptide 

<222> 16. .84 

<223> Von Heijne matrix 
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score 9 . 8 

seq FLLFFFLFLLTRG/SL 

<220> 

<221> polyA_signal 
<222> 502 . .507 



<220> 

<221> polyA_site 
<222> 522 . . 542 



<400> 78 

cacgacctgt gggcc atg atg eta ccc caa tgg ctg ctg ctg ctg ttc ctt 51 
Met Met Leu Pro Gin Trp Leu Leu Leu Leu Phe Leu 
-20 -15 



etc ttc 


ttc 


ttt 


etc 


ttc 


etc 


etc 


ace 


agg 


ggc 


tea 


ctt 


tet 


cca 


aca 


99 


Leu Phe 


Phe 


Phe 


Leu 


Phe 


Leu 


Leu 


Thr 


Arg 


Gly Ser 


Leu 


Ser 


Pro 


Thr 




-10 










-5 










1 








5 




aaa tat 


aac 


ctt 


ttg 


gag 


etc 


aag 


gag 


tet 


tgc 


ate 


egg 


aac 


cag 


gae 


147 


Lys Tyr 


Asn 


Leu 


Leu 


Glu 


Leu 


Lys 


Glu 


Ser 


Cys 


He 


Arg 


Asn 


Gin 


Asp 










10 










15 










20 






tgc gag 


act 


ggc 


tgc 


tgc 


caa 


cgt 


get 


cca 


gae 


aat 


tgc 


gag 


teg 


cac 


195 


Cys Glu 


Thr 


Gly 


Cys 


Cys 


Gin 


Arg 


Ala 


Pro 


Asp 


Asn 


Cys 


Glu 


Ser 


His 








25 










30 










35 








tgc gcg 


gag 


aag 


ggg 


tec 


gag 


ggc 


agt 


ctg 


tgt 


caa 


aeg 


eag 


gtg 


ttc 


243 


Cys Ala 


Glu 


Lys 


Gly 


Ser 


Glu 


Gly 


Ser 


Leu 


Cys 


Gin 


Thr 


Gin 


Val 


Phe 






40 










45 










50 










ttt ggc 


caa 


tat 


aga 


gcg 


tgt 


ccc 


tgc 


ctg 


egg 


aac 


ctg 


act 


tgt 


ata 


291 


Phe Gly 


Gin 


Tyr 


Arg 


Ala 


Cys 


Pro 


Cys 


Leu 


Arg 


Asn 


Leu 


Thr 


Cys 


He 




55 










60 










65 












tat tea 


aag 


aat 


gag 


aaa 


tgg 


ctt 


age 


ate 


gee 


tat 


ggc 


cgt 


tgt 


cag 


339 


Tyr Ser 


Lys 


Asn 


Glu 


Lys 


Trp 


Leu 


Ser 


He 


Ala 


Tyr 


Gly 


Arg 


Cys 


Gin 




70 








75 










80 










85 




aaa att 


gga 


agg 


cag 


aag 


ttg 


get 


aag 


aaa 


atg 


ttc 


ttc 


tagtgetcce 


388 


Lys lie 


Gly 


Arg 


Gin 


Lys 


Leu 


Ala 


Lys 


Lys 


Met 


Phe 


Phe 
















90 










95 
















tccttcttgc tgcctcctcc tcctccacct 


: getctcctce 


ctaeeeagag etctgtgtte 


448 


accctgttcc ccagagcctc caccatgagt 


: ggagggaagt 


ggggagtgat tgaaataaag 


508 


agctttttca atgaaaaaaa aaaaaaaaaa aaaa 














542 



<210> 79 

<211> 233 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57. .233 

<400> 79 

gcaaaaeeaa aaccagcace gatecegaea tagatcagtg aegtcttttt etteag atg 59 

Met 
1 

ate eta tgt ttc ctt ctt ect cat eat cgt ett cag gaa gee aga cag 107 
He Leu Cys Phe Leu Leu Pro His His Arg Leu Gin Glu Ala Arg Gin 

5 10 15 

att caa gta ttg aag atg ctg cca agg gaa aaa tta aga aga aga gaa 155 
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lie Gin Val Leu Lys Met Leu Pro Arg Glu Lys Leu Arg Arg Arg Glu 

20 25 30 

gag aga aaa caa ata aat ggg aaa aaa gaa agg aca aaa tat gaa aca 203 
Glu Arg Lys Gin lie Asn Gly Lys Lys Glu Arg Thr Lys Tyr Glu Thr 

35 40 45 

cca aga aaa aga gaa gga aaa aaa aaa aaa 233 
Pro Arg Lys Arg Glu Gly Lys Lys Lys Lys 
50 55 



<210> 80 

<211> 660 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 83 . .340 



<220> 

<221> sigj)eptide 
<222> 83 . .124 
<223> Von Heijne matrix 
score 7 . 5 

seq VALNLILVPCCAA/WC 



<220> 

<221> polyA_signal 
<222> 573 . . 578 



<220> 

<221> polyA_site 
<222> 607. .660 



<400> 80 

gaatttgtaa aacttctgct cgtttacact gcacattgaa tacaggtaac taattggaag 60 
gagaggggag atcactcttt tg atg gtg gcc ctg aac etc att ctg gtt ccc 112 

Met Val Ala Leu Asn Leu lie Leu Val Pro 
-10 -5 
tgc tgc get get tgg tgt gae cca egg agg ate eac tec cag gat gae 16 0 

Cys Cys Ala Ala Trp Cys Asp Pro Arg Arg lie His Ser Gin Asp Asp 
15 10 

208 



256 



gtg 


eee 


cgt 


age 


tet 


get 


get 


gat 


act 


ggg 


tet 


gcg 


atg 


cag 


egg 


cgt 


Val 


Pro 


Arg 


Ser 


Ser 


Ala 


Ala 


Asp 


Thr 


Gly 


Ser 


Ala 


Met 


Gin 


Arg 


Arg 






15 










20 










25 








gag 


gee 


tgg 


get 


ggt 


tgg 


aga 


agg 


tea 


caa 


ccc 


ttc 


tet 


gtt 


ggt 


ctg 


Glu 


Ala 


Trp 


Ala 


Gly 


Trp 


Arg 


Arg 


Ser 


Gin 


Pro 


Phe 


Ser 


Val 


Gly 


Leu 




30 










35 










40 










ect 


tet 


get 


gaa 


aga 


etc 


gag 


aac 


caa 


cca 


ggg 


aag 


ctg 


tec 


tgg 


agg 


Pro 


Ser 


Ala 


Glu 


Arg 


Leu 


Glu 


Asn 


Gin 


Pro 


Gly 


Lys 


Leu 


Ser 


Trp 


Arg 


45 










50 










55 










60 


tec 


ctg 


gte 


gga 


gag 


gga 


tat 


aga 


ate 


tgt 


gae 


etc 


tgacaactgt 




Ser 


Leu 


Val 


Gly 


Glu 


Gly 


Tyr 


Arg 


He 


Cys 


Asp 


Leu 











304 



350 

5 Asp Leu 
65 70 

gaagecacce tgggetacag aaaccaeagt cttcccagca attattaeaa ttcttgaatt 410 

ecttggggat tttttaetge ectttcaaag cacttaagtg ttagatetaa cgtgttceag 470 

tgtctgtctg aggtgaetta aaaaateaga acaaaaettc tattatceag agteatggga 530 

gagtacaccc tttceaggaa taatgttttg ggaaaeactg aaatgaaatc ttcceagtat 590 



64 



tataaattgt gtatttaaaa aaagaaactt ttctgaatgc ctacctggcg gtgtatacca 650 
ggcagtgtgc 660 



<210> 81 

<211> 605 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 47. .541 



<220> 

<221> sig_peptide 
<222> 47. .220 
<223> Von Heijne matrix 
score 5.4 

seq QLLDSVLWLGALG/LT 



<220> 

<221> polyA_site 
<222> 597. .605 



<400> 81 

aaagtgggag gagcactagg tcttcccgtc acctccacct ctctcc atg acc egg 55 

Met Thr Arg 

etc tgc tta ccc aga ccc gaa gca cgt gag gat ccg ate cca gtt cat 103 

Leu Cys Leu Pro Arg Pro Glu Ala Arg Glu Asp Pro lie Pro Val Pro 

-55 -50 -45 -40 

cca agg ggc ctg ggt get ggg gag ggg tea ggt agt cca gtg cgt eca 151 

Pro Arg Gly Leu Gly Ala Gly Glu Gly Ser Gly Ser Pro Val Arg Pro 

-35 -30 -25 

cct gta tee acc tgg ggc cet age tgg gee eag etc etg gae agt gte 199 
Pro Val Ser Thr Trp Gly Pro Ser Trp Ala Gin Leu Leu Asp Ser Val 

-20 -15 -10 

eta tgg etg ggg gea eta gga ctg aca ate eag gca gte ttt tee ace 247 
Leu Trp Leu Gly Ala Leu Gly Leu Thr lie Gin Ala Val Phe Ser Thr 

-5 15 
act ggc cca gee ctg ctg etg ett etg gte age ttc etc acc ttt gae 295 
Thr Gly Pro Ala Leu Leu Leu Leu Leu Val Ser Phe Leu Thr Phe Asp 
10 15 20 25 

etg etc eat agg ccc gca ggt cae act etg cca eag cgc aaa ett etc 343 
Leu Leu His Arg Pro Ala Gly His Thr Leu Pro Gin Arg Lys Leu Leu 

30 35 40 

acc agg ggc cag agt eag ggg gee ggt gaa ggt cct gga eag eag gag 3 91 

Thr Arg Gly Gin Ser Gin Gly Ala Gly Glu Gly Pro Gly Gin Gin Glu 

45 50 55 

get eta etc etg eaa atg ggt aca gte tea gga caa ett age etc cag 43 9 

Ala Leu Leu Leu Gin Met Gly Thr Val Ser Gly Gin Leu Ser Leu Gin 

60 65 70 

gae gca ctg etg etg ctg etc atg ggg ctg ggc ccg etc etg aga gee 487 
Asp Ala Leu Leu Leu Leu Leu Met Gly Leu Gly Pro Leu Leu Arg Ala 

75 80 85 

tgt ggc atg ccc ttg ace etg ett ggc ctg get ttc tge etc cat cct 535 
Cys Gly Met Pro Leu Thr Leu Leu Gly Leu Ala Phe Cys Leu His Pro 
90 95 100 105 

tgg gee tgagagccec tecceacaae tcagtgteet teaaatatac aatgaccace 591 



65 



Trp Ala 

cttcttcaaa aaaa 



605 



<210> 82 

<211> 396 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46. .285 



<220> 

<221> sig_peptide 
<222> 46. .150 
<223> Von Heijne matrix 
score 3 . 6 

seq LEPGLSSSAACNG/KE 



<220> 

<221> polyA_signal 
<222> 364. .369 



<220> 

<221> polyA_site 
<222> 385. .396 



<400> 82 

cctctacagg aatcagactc agcctctttt ggttttcagt gaagt atg cat ttt caa 57 

Met Pro Phe Gin 
-35 

ttt gga acc cag cca agg agg ttt cca gtg gaa gga gga gat tct tea 105 
Phe Gly Thr Gin Pro Arg Arg Phe Pro Val Glu Gly Gly Asp Ser Ser 

-30 -25 -20 

att gag ctg gaa cat ggg ctg age tec agt get gcc tgt aat ggg aag 153 
lie Glu Leu Glu Pro Gly Leu Ser Ser Ser Ala Ala Cys Asn Gly Lys 
-15 -10 -5 1 

gag atg tea cca acc agg caa etc egg agg tgc cet gga agt eat tge 201 
Glu Met Ser Pro Thr Arg Gin Leu Arg Arg Cys Pro Gly Ser His Cys 

5 10 15 

ctg aea ata act gat gtt cce gtc act gtt tat gea aea aeg aga aag 249 
Leu Thr lie Thr Asp Val Pro Val Thr Val Tyr Ala Thr Thr Arg Lys 

20 25 30 

cca cet gea caa age age aag gaa atg cat ect aaa tagcaccatt 2 95 

Pro Pro Ala Gin Ser Ser Lys Glu Met His Pro Lys 

35 40 45 

aagtcttttg teaaggtetg aetaggtcaa gggtaatgga eeagtatcat ctggtgatct 3 55 
ggtaaacaaa taaaagtggt ggeaecttca aaaaaaaaaa a 3 96 



<210> 83 

<211> 432 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 22 . .240 
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<220> 

<221> sigjpeptide 
<222> 22. .84 
<223> Von Heijne matrix 
score 12 

seq VLVLCVLLLQAQG/GY 



<220> 

<221> polyA_signal 
<222> 397 . .402 



<220> 

<221> polyA_site 
<222> 421. .432 



<400> 83 

gctcacgctc tggtcagagt t atg gca ccc cag act ctg ctg act gtc ctg 51 

Met Ala Pro Gin Thr Leu Leu Pro Val Leu 
-20 -15 
gtt etc tgt gtg ctg ctg ctg cag gcc cag gga gga tac cgt gac aag 99 
Val Leu Cys Val Leu Leu Leu Gin Ala Gin Gly Gly Tyr Arg Asp Lys 

-10 -5 15 

atg agg atg cag aga ate aag gtc tgt gag aag cga ccc age ata gat 14 7 

Met Arg Met Gin Arg lie Lys Val Cys Glu Lys Arg Pro Ser lie Asp 

10 15 20 

eta tgc ate cac cac tgt tea tgt ttc caa aag tgt gaa aca aat aag 195 
Leu Cys lie His His Cys Ser Cys Phe Gin Lys Cys Glu Thr Asn Lys 

25 30 35 

ata tgc tgt tea gee ttc tgt ggg aac att tgt atg age ate eta 24 0 

lie Cys Cys Ser Ala Phe Cys Gly Asn lie Cys Met Ser lie Leu 

40 45 50 

tgagtgggag agtgggetgg gatgtgcate etgctecctg aacccttcca tccgagactg 300 
tgcccacatc egaagcacaa ggacatcaaa teatcageae aagaacatca acaggaatgc 360 
caccctccce agtgtetgaa ctccctgtee etgteaaatg aaccagaaca aatgcccatg 42 0 
aaaaaaaaaa aa ^ 432 



<210> 84 

<211> 420 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 89. .382 



<220> 

<221> polyA_site 
<222> 408 . .420 



<400> 84 

gettgectga cecccatgtc gcctctgtag gtagaagaag tatgtcttee tggaecccct 60 
ggctggtget gtaacaaaga eccatgtg atg ctg ggg gca gag aca gag gag 112 

Met Leu Gly Ala Glu Thr Glu Glu 

1 5 

aag etg ttt gat gcc ccc ttg tec ate age aag aga gag cag ctg gaa 160 
Lys Leu Phe Asp Ala Pro Leu Ser lie Ser Lys Arg Glu Gin Leu Glu 
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10 15 20 

cag cag gtc cca gag aac tac ttc tat gtg cca gac ctg; ggc cag gtg 208 
Gin Gin Val Pro Glu Asn Tyr Phe Tyr Val Pro Asp Leu Gly Gin Val 
25 30 35 40 

act gag att gat gtt cca tec tac ctg cct gac ctg ccc ggc att gcc 256 
Pro Glu lie Asp Val Pro Ser Tyr Leu Pro Asp Leu Pro Gly lie Ala 

45 50 55 

aac gac etc atg tac att gcc gac ctg ggc ccc ggc att gcc ccc tct 304 
Asn Asp Leu Met Tyr lie Ala Asp Leu Gly Pro Gly lie Ala Pro Ser 

60 65 70 

gcc cct ggc acc att cca gaa ctg ccc acc ttc cac act gag gta gcc 352 
Ala Pro Gly Thr lie Pro Glu Leu Pro Thr Phe His Thr Glu Val Ala 

75 80 85 

gag cct etc aag ace tac aag atg ggg tac taacageace aceaecgece 402 
Glu Pro Leu Lys Thr Tyr Lys Met Gly Tyr 

90 95 
eeaeeaaaaa aaaaaaaa 42 0 

<210> 85 
<211> 501 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 80. .415 

<220> 

<221> sig_peptide 
<222> 80. .142 
<223> Von Heijne matrix 
score 5.4 

seq TFCLIFGLGAVWG/LG 

<220> 

<221> polyA_signal 
<222> 471. .476 

<220> 

<221> polyA_site 
<222> 488. .501 

<400> 85 

cecgettgat teeaagaace tcttcgatat ttatttttat ttttaaagag ggagaegatg 60 
gaetgagctg ateegcaee atg gag tct egg gtc tta ctg aga aca ttc tgt 112 

Met Glu Ser Arg Val Leu Leu Arg Thr Phe Cys 
-20 -15 
ttg ate ttc ggt etc gga gea gtt tgg ggg ett ggt gtg gac cct tec 160 
Leu lie Phe Gly Leu Gly Ala Val Trp Gly Leu Gly Val Asp Pro Ser 
-10 -5 15 

eta cag att gac gtc tta aca gag tta gaa ett ggg gag tec aeg acc 208 
Leu Gin lie Asp Val Leu Thr Glu Leu Glu Leu Gly Glu Ser Thr Thr 

10 15 20 

gga gtg cgt cag gtc ceg ggg ctg cat aat ggg acg aaa gee ttt etc 2 56 

Gly Val Arg Gin Val Pro Gly Leu His Asn Gly Thr Lys Ala Phe Leu 

25 30 35 

ttt caa gat act ccc aga age ata aaa gea tec act get aca get gaa 304 
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• 



Phe Gin Asp Thr Pro Arg Ser lie Lys Ala Ser Thr Ala Thr Ala Glu 

40 45 50 

cag ttt ttt cag aag ctg aga aat aaa cat gaa ttt act att ttg gtg 352 
Gin Phe Phe Gin Lys Leu Arg Asn Lys His Glu Phe Thr lie Leu Val 
55 60 65 70 

acc eta aaa cag acc cac tta aat tea gga gtt att etc tea att cac 400 
Thr Leu Lys Gin Thr His Leu Asn Ser Gly Val lie Leu Ser lie His 

75 80 85 

cac ttg gat cac agg taaatgtggt tgctggagtt tcctgtgttt tcattatatg 455 
His Leu Asp His Arg 
90 

tggttaaatg aatatattaa agagaagtaa acaaaaaaaa aaaaaa 501 



<210> 86 

<211> 454 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 152. .361 



<220> 

<221> sig_j>eptide 
<222> 152. .283 
<223> Von Heijne matrix 
score 4 . 7 

seq FLLSLSLITYCFW/DP 



<400> 86 

gacattttac ttttttctgt taacgcttac cctagaaatt agaaatgaca ccacgtattc 60 
ttagcgaagt ccagttttca gcattttgtc cttattggac aatagcaagg atattagaac 12 0 
gtgttggttc cgcgtgcttc cgtcttgagt t atg tgc tgc tat tgt egg ata 172 

Met Cys Cys Tyr Cys Arg lie 

220 



268 





























•40 






ttt 


tgt 


ctt 


aga 


tgt 


acg 


tac 


ttt 


cet 


gtt 


cat 


tgt 


ggt 


atg 


tgt 


aat 


Phe 


Cys 


Leu 


Arg 


Cys 


Thr 


Tyr 


Phe 


Pro 


Val 


His 


Cys 


Gly 


Met 


Cys 


Asn 






-35 










-30 










-25 








ttg 


egt 


tac 


ttt 


gaa 


ttt 


tec 


acg 


ttt 


tta 


ctt 


tct 


ttg 


tct 


etc 


ate 


Leu Arg 


Tyr 


Phe 


Glu 


Phe 


Ser 


Thr 


Phe 


Leu 


Leu 


Ser 


Leu 


Ser 


Leu 


lie 




-20 










-15 










-10 










act 


tac 


tgc 


ttt 


tgg 


gac 


ccc 


ccc 


cat 


egg 


ggt 


tea 


cat 


tec 


etc 


tec 


Thr 


Tyr 


Cys 


Phe 


Trp 


Asp 


Pro 


Pro 


His 


Arg 


Gly 


Ser 


His 


Ser 


Leu 


Ser 


-5 










1 








5 










10 




eta 


gag 


cac 


act 


ccc 


ttg 


gat 


tte 


etc 


gag 


tgg 


ggt 


ctg 


ctg 


egg 




Leu 


Glu 


His 


Thr 


Pro 


Leu 


Asp 


Phe 


Leu 


Glu 


Trp Gly 


Leu 


Leu 


Arg 










15 










20 










25 







316 



361 



tgaagcttte ceattttatg tgeagattat ttteagaggg tatatagaat teaggeagct 421 
gtttegttgt ageacattaa aaatatttte ccc 454 



<210> 87 
<211> 1272 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 



69 



<222> 32. .307 



<220> 

<221> sig_peptide 
<222> 32. .70 
<223> Von Heijne matrix 
score 4 . 2 

seq MLFSLSLLSNLNQ/IG 



<220> 

<221> polyA_signal 
<222> 1240. .1245 



<220> 

<221> polyA_site 
<222> 1261. .1272 



<400> 87 

gtcaggttgc accgcccttt ggttcccgag c atg ctg ttt tct etc age ctt 52 

Met Leu Phe Ser Leu Ser Leu 
-10 

etc tec aac ctt aac caa ate ggc age age cac etc gac cgc cca cac 100 
Leu Ser Asn Leu Asn Gin lie Gly Ser Ser His Leu Asp Arg Pro His 

-5 15 10 

att ect ggc caa tea get cag ctg ttt att tac caa atg tct tea caa 148 
lie Pro Gly Gin Ser Ala Gin Leu Phe lie Tyr Gin Met Ser Ser Gin 

15 20 25 

caa eta cag cag cag ect teg get aac aaa aaa gea gga aaa ate cac 196 
Gin Leu Gin Gin Gin Pro Ser Ala Asn Lys Lys Ala Gly Lys lie His 

30 35 40 

aac ace cec ttc gee aac caa eta aat cca aeg caa cat ctg gea aaa 244 
Asn Thr Pro Phe Ala Asn Gin Leu Asn Pro Thr Gin His Leu Ala Lys 

45 50 55 

ect ttt cag caa att ctt cet ggc cgt cag tec ggc age etc ace tea 2 92 
Pro Phe Gin Gin lie Leu Pro Gly Arg Gin Ser Gly Ser Leu Thr Ser 

60 65 70 

cca ttt eta get tge tgaaaeccaa aactaatcte caagaaggag aagcttctet 347 
Pro Phe Leu Ala Cys 
75 

cgcagccgga geaggtecct ttctagagat aggagaagag agagatcget gtctegggag 407 

agaaatcaca ageegteccg atccttctet aggtctegta gtcgatttag gtcaaatgaa 46 7 

aggaaataga agacagtttg caagagaagt ggtgtacagg aaattactte atttgacagg 52 7 

agtatgtaca gaaaattcaa gttttgtttg agacttcata agcttggtgc atttttaaga 58 7 

tgttttagct gtteaaatct gtttgtetct tgaaacagtg acacaaaagt gtaattctet 64 7 

atggtttgaa atggatcata cgaggcatgt aataecaaga attgttaett tacaatgttc 707 

cettaagcaa aattgaattt getttgaact tttagttatg cacagactga taataaacet 767 

ctaaacctgc ceageggaag tgtgtttttt tttaaattta aatacagaaa eaactggcaa 827 

aaattgaact aagatttact tttttttcca tagctgggat ataggetgea getatagttg 887 

aacaagcagt etttaaaaac tgctgtgaaa cacaggceat cagggaaaac gaaatgctgc 947 

actattaaat tagaggtttt tgaaaaatec aactctcate ctgggcagag gttgectagt 1007 

tggtatagaa tgttaagttt caagaaagtt tacctttget ttaggtcgta agttccttat 1067 

ttgattgccg tatatggata catggctgtt cgtgacattc tttatgtgca aatttgtgat 1127 

ttcaaaaatg teetgceagt ttaagggtac attgtagagc egaactttga gttaetgtgc 1187 

aagatttttt ttcatgetgt catttgtaat atgttttgtg agaatccttg ggattaaagt 1247 

tttggttaca gattaaaaaa aaaaa 1272 



<210> 88 



70 



<211> 804 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 114. .734 

<220> 

<221> sig_peptide 
<222> 114. .239 
<223> Von Heijne matrix 
score 5.2 

seq LLFDLVCHEFCQS/DD 

<220> 

<221> polyA_signal 
<222> 768. .773 

<220> 

<221> polyA_site 
<222> 793 . .804 

<400> 88 

cttgtgccct gtatacttga 60 
gcttgatgtt tac atg 116 
Met 

gga att caa gca att 164 
Gly He Gin Ala He 
-30 

aat tta ctt ttt gac 212 
Asn Leu Leu Phe Asp 
-10 

cca ccc ate att ctt 260 
Pro Pro He He Leu 
5 

tea gtg ttg tct gcc 308 
Ser Val Leu Ser Ala 
20 

aag ata gaa aaa gta 3 56 

Lys He Glu Lys Val 
35 

tta caa aat atg gaa 4 04 

Leu Gin Asn Met Glu 
55 

tct aac aca gag gaa 452 
Ser Asn Thr Glu Glu 
70 

cac ttg aaa ate tta 500 
His Leu Lys He Leu 
85 

ttt cag gca tta aca 548 
Phe Gin Ala Leu Thr 
100 

cag ttg age aaa cag 596 
Gin Leu Ser Lys Gin 
115 



ceaacaceag gaagagtetg aagageagec agtgtttcgg 
agetgecaaa caagtaeggt agttctgaaa atceagaatg 

cac att tta caa etg ctt act aca gtg gat gat 
His He Leu Gin Leu Leu Thr Thr Val Asp Asp 

-40 -35 
gta eat tgt ect gac act gga aaa gac att tgg 
Val His Cys Pro Asp Thr Gly Lys Asp He Trp 
-25 -20 -15 

etg gtc tge eat gaa ttc tgc cag tct gat gat 
Leu Val Cys His Glu Phe Cys Gin Ser Asp Asp 

-5 1 
caa gaa cag aaa aca gtg eta gee tct gtt ttt 
Gin Glu Gin Lys Thr Val Leu Ala Ser Val Phe 

10 15 
ate tat gee tea cag act gag caa gag tat eta 
He Tyr Ala Ser Gin Thr Glu Gin Glu Tyr Leu 

25 30 
gat ctt cet eta att gac age etc att egg gtc 
Asp Leu Pro Leu He Asp Ser Leu He Arg Val 
40 45 50 

cag tgt cag aaa aaa cca gag aac teg gca gag 
Gin Cys Gin Lys Lys Pro Glu Asn Ser Ala Glu 

60 65 
act aaa agg act gat tta ace caa gat gat etc 
Thr Lys Arg Thr Asp Leu Thr Gin Asp Asp Leu 

75 80 
aag gat att tta tgt gaa ttt ctt tct aat att 
Lys Asp He Leu Cys Glu Phe Leu Ser Asn He 

90 95 
aag gag acg gtg get cag gga gta aag gaa ggc 
Lys Glu Thr Val Ala Gin Gly Val Lys Glu Gly 

105 110 



71 



aag tgt tec tct gca ttt caa aac ctt ctt cct ttc tat age cet gtg 644 

Lys Cys Ser Ser Ala Phe Gin Asn Leu Leu Pro Phe Tyr Ser Pro Val 

120 125 130 135 

gtg gaa gat ttt att aaa ate eta egt gaa gtt gat aag geg ctt get 692 

Val Glu Asp Phe lie Lys lie Leu Arg Glu Val Asp Lys Ala Leu Ala 

140 145 150 

gat gac ttg gaa aaa aac ttc cea agt ttg aag gtt eag act 734 
Asp Asp Leu Glu Lys Asn Phe Pro Ser Leu Lys Val Gin Thr 
155 160 165 

taaaacctga attggaatta ettctgtaca agaaataaac tttatttttc teactgacaa 794 
aaaaaaaaaa 804 



<210> 89 

<211> 802 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 199. .801 



<220> 

<221> polyA_signal 
<222> 780. .785 



<220> 

<221> polyA_site 
<222> 791. . 802 



<400> 89 

agtcaccgee tgcttcgeae tgagcctecc gactcagact ctgagtecag etccgaagag 6 0 

gaagaggaat teggtgtggt tggaaategc tctcgctttg ccaagggaga etatttacga 120 
tgctgcaaga tetgttatec gctctgtggt tttgtcatcc ttgctgectg tgttgtggcc 180 
tgtgttggct tggtgtgg atg cag gtt get etc aag gag gat ctg gat gee 231 

Met Gin Val Ala Leu Lys Glu Asp Leu Asp Ala 
15 10 
etc aag gaa aaa ttt cga aca atg gaa tct aat cag aaa age tea ttc 2 79 

Leu Lys Glu Lys Phe Arg Thr Met Glu Ser Asn Gin Lys Ser Ser Phe 

15 20 25 

caa gaa ate ecc aaa ctt aat gaa gaa eta etc age aag eaa aaa caa 32 7 

Gin Glu lie Pro Lys Leu Asn Glu Glu Leu Leu Ser Lys Gin Lys Gin 

30 35 40 

ctt gag aag att gaa tct gga gag atg ggt ttg aac aaa gtc tgg ata 375 
Leu Glu Lys lie Glu Ser Gly Glu Met Gly Leu Asn Lys Val Trp lie 

45 50 55 

aac ate aca gaa atg aat aag cag att tct ctg ttg act tct gea gtg 423 
Asn lie Thr Glu Met Asn Lys Gin lie Ser Leu Leu Thr Ser Ala Val 
60 65 70 75 

aac cac etc aaa gee aat gtt aag tea get gea gac ttg att age ctg 471 
Asn His Leu Lys Ala Asn Val Lys Ser Ala Ala Asp Leu lie Ser Leu 

80 85 90 

cet ace act gta gag gga ctt eag aag agt gta get tee att ggc aat 519 
Pro Thr Thr Val Glu Gly Leu Gin Lys Ser Val Ala Ser lie Gly Asn 

95 100 105 

act tta aac age gtc eat ctt get gtg gaa gea eta cag aaa act gtg 567 
Thr Leu Asn Ser Val His Leu Ala Val Glu Ala Leu Gin Lys Thr Val 
110 115 120 



72 



gat gaa cac aag aaa acg 
Asp Glu His Lys Lys Thr 
125 

cac ttc ttg aag gag act 
His Phe Leu Lys Glu Thr 
140 145 
tea gcc aca tea gaa ctt 
Ser Ala Thr Ser Glu Leu 
160 

cag atg ggt gat aga tct 
Gin Met Gly Asp Arg Ser 
175 

gtc acc aac aga aca gat 
Val Thr Asn Arg Thr Asp 
190 



stg gaa tta ctg cag agt 
Met Glu Leu Leu Gin Ser 
130 135 
cct gga age aac cag ate 
Pro Gly Ser Asn Gin lie 
150 

gac aat aaa ace cac agt 
Asp Asn Lys Thr His Ser 
165 

gcc act ctg aaa aga cag 
Ala Thr Leu Lys Arg Gin 
180 

aca gta aaa ate caa aaa 
Thr Val Lys lie Gin Lys 
195 



gat atg aat cag 615 
Asp Met Asn Gin 

att ccg tea ect 663 
lie Pro Ser Pro 
155 

gag aat ttg aaa 711 
Glu Asn Leu Lys 
170 

tct ttg gac caa 759 
Ser Leu Asp Gin 
185 

aaa aaa a 802 

Lys Lys 

200 



<210> 90 
<211> 1490 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 38. .1174 



<220> 

<221> sig_peptide 
<222> 38 . .148 
<223> Von Heijne matrix 
score 7 . 3 

seq LLSACLVTLWGLG/EP 



<220> 

<221> polyA_signal 
<222> 1452. .1457 



<220> 

<221> polyA_site 
<222> 1478. .1490 



<400> 90 

teateatcca gagcagecag tgtccgggag geagaag atg ccc cac tec age ctg 55 

Met Pro His Ser Ser Leu 
-35 

cat eca tee ate ccg tgt ccc agg ggt cac ggg gee cag aag gea gcc 103 
His Pro Ser lie Pro Cys Pro Arg Gly His Gly Ala Gin Lys Ala Ala 

-30 -25 -20 

ttg gtt ctg ctg agt gcc tgc ctg gtg ace ctt tgg ggg eta gga gag 151 
Leu Val Leu Leu Ser Ala Cys Leu Val Thr Leu Trp Gly Leu Gly Glu 
-15 -10 -5 1 

eca eca gag cac act etc egg tac ctg gtc etc cac eta gee tec ctg 199 
Pro Pro Glu His Thr Leu Arg Tyr Leu Val Leu His Leu Ala Ser Leu 

5 10 15 

cag ctg gga ctg ctg tta aac ggg gtc tgc age ctg get gag gag ctg 24 7 

Gin Leu Gly Leu Leu Leu Asn Gly Val Cys Ser Leu Ala Glu Glu Leu 

20 25 30 

cgc cac ate cac tec agg tac egg ggc age tac tgg agg act gtg egg 2 95 



73 



Arg His lie His Ser Arg Tyr Arg Gly Ser Tyr Trp Arg Thr Val Arg 

35 40 45 

gcc tgc ctg ggc tgc ccc etc cgc cgt ggg gcc ctg ttg ctg ctg tec 343 
Ala Cys Leu Gly Cys Pro Leu Arg Arg Gly Ala Leu Leu Leu Leu Ser 
50 55 60 65 

ate tat ttc tac tac tec etc cca aat gcg gtc ggc ccg ccc ttc act 391 
lie Tyr Phe Tyr Tyr Ser Leu Pro Asn Ala Val Gly Pro Pro Phe Thr 

70 75 80 

tgg atg ett gcc etc ctg gge etc teg eag gea ctg aac ate etc ctg 43 9 

Trp Met Leu Ala Leu Leu Gly Leu Ser Gin Ala Leu Asn lie Leu Leu 

85 90 95 

ggc etc aag ggc ctg gcc cca get gag ate tet gea gtg tgt gaa aaa 487 
Gly Leu Lys Gly Leu Ala Pro Ala Glu lie Ser Ala Val Cys Glu Lys 

100 105 110 

ggg aat ttc aac gtg gcc cat ggg ctg gea tgg tea tat tac ate gga 53 5 

Gly Asn Phe Asn Val Ala His Gly Leu Ala Trp Ser Tyr Tyr lie Gly 

115 120 125 

tat ctg egg ctg ate ctg cca gag etc eag gcc egg att cga act tac 583 
Tyr Leu Arg Leu lie Leu Pro Glu Leu Gin Ala Arg lie Arg Thr Tyr 
130 135 140 145 

aat eag cat tac aac aac ctg eta egg ggt gea gtg age eag egg ctg 631 
Asn Gin His Tyr Asn Asn Leu Leu Arg Gly Ala Val Ser Gin Arg Leu 

150 155 160 

tat att etc etc cca ttg gac tgt ggg gtg cet gat aac ctg agt atg 679 
Tyr lie Leu Leu Pro Leu Asp Cys Gly Val Pro Asp Asn Leu Ser Met 

165 170 175 

get gac cce aac att cgc tte ctg gat aaa ctg ccc eag cag ace ggt 72 7 

Ala Asp Pro Asn lie Arg Phe Leu Asp Lys Leu Pro Gin Gin Thr Gly 

180 185 190 

gac cgt get ggc ate aag gat egg gtt tac age aac age ate tat gag 775 
Asp Arg Ala Gly lie Lys Asp Arg Val Tyr Ser Asn Ser lie Tyr Glu 

195 200 205 

ett ctg gag aac ggg cag egg gcg ggc ace tgt gtc ctg gag tac gcc 823 
Leu Leu Glu Asn Gly Gin Arg Ala Gly Thr Cys Val Leu Glu Tyr Ala 
210 215 220 225 

ace cce ttg cag act ttg ttt gcc atg tea eaa tac agt caa get ggc 871 
Thr Pro Leu Gin Thr Leu Phe Ala Met Ser Gin Tyr Ser Gin Ala Gly 

230 235 240 

ttt age egg gag gat agg ett gag cag gcc aaa etc ttc tgc egg aca 919 
Phe Ser Arg Glu Asp Arg Leu Glu Gin Ala Lys Leu Phe Cys Arg Thr 

245 250 255 

ett gag gac ate ctg gea gat gcc cet gag tet cag aac aac tge cgc 967 
Leu Glu Asp lie Leu Ala Asp Ala Pro Glu Ser Gin Asn Asn Cys Arg 

260 265 270 

etc att gee tac cag gaa cet gea gat gac age age ttc teg ctg tec 1015 
Leu lie Ala Tyr Gin Glu Pro Ala Asp Asp Ser Ser Phe Ser Leu Ser 

275 280 285 

eag gag gtt etc egg eac ctg egg cag gag gaa aag gaa gag gtt ace 1063 
Gin Glu Val Leu Arg His Leu Arg Gin Glu Glu Lys Glu Glu Val Thr 
290 295 300 305 

gtg ggc age ttg aag ace tea gcg gtg ccc agt ace tee acg atg tec 1111 
Val Gly Ser Leu Lys Thr Ser Ala Val Pro Ser Thr Ser Thr Met Ser 

310 315 320 

eaa gag cet gag etc etc etc agt gga atg gga aag ccc etc ect etc 1159 
Gin Glu Pro Glu Leu Leu Leu Ser Gly Met Gly Lys Pro Leu Pro Leu 

325 330 335 

cgc acg gat tte tet tgagacccag ggtcaceagg ecagagcetc cagtggtctc 1214 
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Arg Thr Asp Phe Ser 
340 

caagcctctg gactgggggc 
cacagggggc cttgcaggga 
ttgggccagt catttcccct 
aatcactgcc ttacctccct 
aaactttgga tgctagtgta 

<210> 91 

<211> 361 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26. .361 

<220> 

<221> polyA_site 
<222> 350. .361 

<400> 91 



tcgagaagct gccccttagc caacc 


atg 


ccg 


tet 


gag 


ggt 


cgc 


tge 


tgg 


gag 


52 
















Met 
1 


Pro Ser Glu Gly Arg 


Cys 


Trp 


Glu 




acc 


ttg 


aag 


gee 


eta 


cgc 


agt 


tec 


gac 


aaa 


ggt 


cgc 


ctt 


tge 


tac 


tac 


100 


Thr 


Leu 


Lys 


Ala 


Leu Arg 


Ser 


Ser 


Asp 


Lys 


Gly Arg 


hew 


Cys 


Tyr 


Tyr 




10 










15 










20 










25 




cgc 


gac 


tgg 


ctg 


ctg 


egg 


cgc 


gag 


gat 


gtt 


tta 


gaa 


gaa 


tgt 


atg 


tet 


148 


Arg 


Asp 


Trp 


Leu 


Leu Arg 


Arg 


Glu 


Asp 


Val 


Leu 


Glu 


Glu 


Cys 


Met 


Ser 












30 










35 










40 






ctt 


ccc 


aag 


eta 


tet 


tet 


tat 


tet 


gga 


tgg 


gtg 


gta 


gag 


cac 


gtc 


eta 


196 


Leu 


Pro 


Lys 


Leu 


Ser 


Ser 


Tyr 


Ser Gly Trp Val 


Val 


Glu 


His 


Val 


Leu 










45 










50 










55 








ccc 


cat 


atg 


eag 


gag 


aac 


caa 


ect 


ctg 


tet 


gag 


act 


teg 


cea 


tec 


tet 


244 


Pro 


His 


Met 


Gin 


Glu 


Asn 


Gin 


Pro 


Leu 


Ser 


Glu 


Thr 


Ser 


Pro 


Ser 


Ser 








60 










65 










70 










acg 


tea 


get 


tea 


gee 


eta 


gat 


caa 


ccc 


tea 


ttt 


gtt 


ccc 


aaa 


tet 


ect 


292 


Thr 


Ser 


Ala 


Ser 


Ala 


Leu Asp 


Gin 


Pro 


Ser 


Phe 


Val 


Pro 


Lys 


Ser 


Pro 






75 










80 










85 












gac 


gca 


age 


tet 


gee 


ttt 


tec 


cea 


gee 


tee 


ect 


gca 


aca 


cea 


aat 


gga 


340 


Asp 


Ala 


Ser 


Ser 


Ala 


Phe 


Ser 


Pro 


Ala 


Ser 


Pro 


Ala 


Thr 


Pro Asn Gly 




90 










95 










100 










105 




acc 


aag 


gge 


aaa 


aaa 


aaa 


aaa 




















361 


Thr 


Lys 


Gly Lys 


Lys 


Lys 


Lys 























110 



<210> 92 

<211> 605 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 3. .131 

<220> 



75 



tctcttcagt ggctgaatgt ccageagage tatttccttc 1274 

agggtccagg aettgacate ttaagatgcg tettgteccc 1334 

etetgagcet cggtgtcttc aaeetgtgaa atgggatcat 13 94 

caeggttgtt gtgaggactg agtgtgtgga agtttttcat 1454 

cttaaaaaaa aaaaaa 14 90 



<221> polyA_site 
<222> 591. .605 



<400> 92 

ca tec ctt ccc cag get tta tgg ttc cag ttc ttc tac cac tct gga 47 
Ser Leu Pro Gin Ala Leu Trp Phe Gin Phe Phe Tyr His Ser Gly 
15 10 15 

age tec eta gaa tct cct gga atg ctt aat gga cct ttc cag cac cga 95 
Ser Ser Leu Glu Ser Pro Gly Met Leu Asn Gly Pro Phe Gin His Arg 

20 25 30 

aat tea aga att atg act cat egg tea gea gaa aag tgaggatacc 141 
Asn Ser Arg lie Met Thr His Arg Ser Ala Glu Lys 

35 40 
tttteetaac ctacctgctt cecctgeagt ttcetcacaa tcttactett tatattttag 201 
catatgtage ttctcaggat gttaattetg ttetctctgt gttggtgtct gagcacccag 261 
aaggtagage eaggggcact tataaaeeag gageattatt tgacaggcac ttaagaaaga 321 
cactggctae gtaatceeag caetttggga ggctgaggeg gatggateae atgaggteag 3 81 
gagttcgaga ccageetggc cagcatggtg aaaccctgte tetactaaaa ataeaaaaat 441 
tagetgggtg tggttgcaca cgeetgtaat cecagetacc tgggaggctg aggcaggaga 501 
ategettgaa ettgggagge ggaggttgea gtgagectag attttgccat tgcactccag 561 
eetgggtgac aagggcgaaa cteeatecea aaaaaaaaaa aaaa 605 

<210> 93 

<211> 591 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 33. .185 

<220> 

<221> sig_peptide 
<222> 33, .80 
<223> Von Heijne matrix 
score 3 . 7 

seq lALTLIPSMLSRA/AG 

<220> 

<221> polyA_signal 
<222> 570. .575 

<220> 

<221> polyA_site 
<222> 586. .591 

<400> 93 

caatcttcte agettataac cgtctttcce tt atg eta agg ata gee ctt aca 53 

Met Leu Arg lie Ala Leu Thr 
-15 -10 
etc ate eca tct atg ctg tea agg get get ggt tgg tge tgg tac aag 101 
Leu lie Pro Ser Met Leu Ser Arg Ala Ala Gly Trp Cys Trp Tyr Lys 

-5 15 
gag ccc act cag cag ttt tct tac ctt tgc ctg ccc tge ctt tea tgg 14 9 

Glu Pro Thr Gin Gin Phe Ser Tyr Leu Cys Leu Pro Cys Leu Ser Trp 

10 15 20 

aat aag aaa ggc aac gtt ttg cag ctt cea aat ttc tgaagaaact 195 



76 



Asn Lys Lys Gly Asm Val Leu Gin Leu Pro Asn Phe 

25 30 35 

aatctcagat tggcagttaa agtcaaaatg ttgccaaata tttattcctt ttgcctaagt 255 

ttggctaccc ggttcaattg ctttttattt ttaatgtctt gactcttcag agttcgtacc 315 

tcaaaagaac aatgagaaca tttgctttgc tttctgctga atccctaatc tcaacaatct 375 

atacctggac tgtccagttc tcctcctgtg ctatcttctc ttctatccaa gtagaatgta 435 

tgccaggagc tccttccctc tagcaatttc tactaaaatg tccaagtaga atgtttcctt 495 

ttacaatcaa attactgtat ttattaattt gctagaatcc agtaaatcat tttggtagct 555 

ctggctgtgc tatcaataaa aagatgaaag caaaaa 591 

<210> 94 

<211> 1150 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 184 . . 915 



<220> 

<221> sig_peptide 
<222> 184 . .237 
<223> Von Heijne matrix 
score 3 . 5 

seq LLGLELSEAEAIG/AD 



<220> 

<221> polyA_signal 
<222> 1119 . . 1124 



<220> 

<221> polyA_site 
<222> 1139. .1150 



<400> 94 

cggatttgac gatggtgttc ggtcttgaat ggaaatgtag tcttaggcca gtcttaggtt 60 
tttgaacagg atagtaggta tccggagtcg attgagggcc agagcaggca ctggggttcg 120 
gatcctgggc aaagtttccc acgttgaggg tctcgaggac gcctagatct ctttcccagg 180 
gcc atg gcg aac cog aag ctg ctg gga ctg gag eta age gag geg gag 228 

Met Ala Asn Pro Lys Leu Leu Gly Leu Glu Leu Ser Glu Ala Glu 
-15 -10 -5 

gcg ate ggt get gat teg geg ega ttt gag gag ctg ctg ctg eag gcc 276 
Ala lie Gly Ala Asp Ser Ala Arg Phe Glu Glu Leu Leu Leu Gin Ala 

15 10 
teg aag gag etc eag caa gcc cag aca acc aga eea gaa teg aca caa 324 
Ser Lys Glu Leu Gin Gin Ala Gin Thr Thr Arg Pro Glu Ser Thr Gin 

15 20 25 

ate cag cct cag cct ggt ttc tgc ata aag ace aac tec teg gaa ggg 372 
lie Gin Pro Gin Pro Gly Phe Cys lie Lys Thr Asn Ser Ser Glu Gly 
30 35 40 45 

gtt tte ate aae ate tgc cae tec ccc tet ate eet cct ccc gcc 420 
Lys Val Phe lie Asn lie Cys His Ser Pro Ser lie Pro Pro Pro Ala 

50 55 60 

gae gtg acc gag gag gag ctg ett eag atg eta gag gag gac eaa get 468 
Asp Val Thr Glu Glu Glu Leu Leu Gin Met Leu Glu Glu Asp Gin Ala 

65 70 75 

ggg ttt egc ate cec atg agt ctg gga gag eet eat gea gaa ctg gat 516 
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Gly Phe Arg lie Pro Met Ser Leu Gly Glu Pro His Ala Glu Leu Asp 

80 85 90 

gca aaa ggc cag gga tgt acc gcc tac gac gta get gtc aac age gac 564 
Ala Lys Gly Gin Gly Cys Thr Ala Tyr Asp Val Ala Val Asn Ser Asp 

95 100 105 

ttc tac egg agg atg cag aac age gat ttc ttg egg gag etc gtg ate 612 
Phe Tyr Arg Arg Met Gin Asn Ser Asp Phe Leu Arg Glu Leu Val lie 
110 115 120 125 

acc ate gee agg gag ggc ctt gag gac ata tac aac ttg cag etg aat 660 
Thr lie Ala Arg Glu Gly Leu Glu Asp lie Tyr Asn Leu Gin Leu Asn 

130 135 140 

ccg gaa tgg egc atg atg aag aac egg cea ttc atg ggc tec ate teg 708 
Pro Glu Trp Arg Met Met Lys Asn Arg Pro Phe Met Gly Ser lie Ser 

145 150 155 

cag cag aac ate egc teg gag cag egt cet egg ate cag gag etg ggg 756 
Gin Gin Asn lie Arg Ser Glu Gin Arg Pro Arg lie Gin Glu Leu Gly 

160 165 170 

gac etg tac acg ccc gee cec ggg aga get gag tea ggg eet gaa aag 804 
Asp Leu Tyr Thr Pro Ala Pro Gly Arg Ala Glu Ser Gly Pro Glu Lys 

175 180 185 

cet cac etg aac etg tgg etg gaa gee ccc gac etc etc ttg gcc gaa 852 
Pro His Leu Asn Leu Trp Leu Glu Ala Pro Asp Leu Leu Leu Ala Glu 
190 195 200 205 

gtt gac etc ccc aaa etg gat gga gcc etg ggg etg teg etg gag ate 900 
Val Asp Leu Pro Lys Leu Asp Gly Ala Leu Gly Leu Ser Leu Glu lie 

210 215 220 

ggg aga acc gcc tgg tgatgggggg cccccagcag etgtateate tagacgetta 955 
Gly Arg Thr Ala Trp 
225 

tatcccgccg cagatcaact cteatgagag caaggcagee tteeacegga agagaaagca 1015 
attaatggtg geeatgccgc ttctgeeggt geettettga tcagggtgtc tccttgtgct 1075 
tetgagatgt ggagaagagg ctgctggctt ecctaaaagt tgaaataaaa gatttttgcc 1135 
tttaaaaaaa aaaaa 1150 



<210> 95 

<211> 1513 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 58. .1116 



<220> 

<221> sigj)eptide 
<222> 58. .159 
<223> Von Heijne matrix 
score 4 

seq lAVLYLHLYDVFG/DP 



<220> 

<221> polyA_signal 
<222> 1486. .1491 



<220> 

<221> polyA_site 
<222> 1504. .1513 
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<400> 95 

ctgactcctg agttctcaca acgcttgacc aataagattc gggagcttct tcagcaa 57 
atg gag aga ggc ctg aaa tea gca gac cct egg gat ggc acc ggt tac 105 
Met Glu Arg Gly Leu Lys Ser Ala Asp Pro Arg Asp Gly Thr Gly Tyr 

-30 -25 -20 

act ggc tgg gca ggt att get gtg ctt tac tta cat ctt tat gat gta 153 
Thr Gly Trp Ala Gly lie Ala Val Leu Tyr Leu His Leu Tyr Asp Val 

-15 -10 -5 

ttt ggg gac cct gcc tac eta cag tta gca cat ggc tat gta aag caa 2 01 

Phe Gly Asp Pro Ala Tyr Leu Gin Leu Ala His Gly Tyr Val Lys Gin 

15 10 
agt ctg aac tgc tta acc aag cgc tec ate ace ttc ctt tgt ggg gat 249 
Ser Leu Asn Cys Leu Thr Lys Arg Ser lie Thr Phe Leu Cys Gly Asp 
15 20 25 30 

gca ggc cec ctg gca gtg gee get gtg eta tat cat aag atg aac aat 297 
Ala Gly Pro Leu Ala Val Ala Ala Val Leu Tyr His Lys Met Asn Asn 

35 40 45 

gag aag cag gca gaa gat tgc ate aca egg eta att cae eta aat aag 345 
Glu Lys Gin Ala Glu Asp Cys lie Thr Arg Leu lie His Leu Asn Lys 

50 55 60 

att gat cct cat get eca aat gaa atg etc tat ggg cga ata ggc tac 393 
lie Asp Pro His Ala Pro Asn Glu Met Leu Tyr Gly Arg lie Gly Tyr 

65 70 75 

ate tat get ctt ctt ttt gtc aat aag aac ttt gga gtg gaa aag act 441 
lie Tyr Ala Leu Leu Phe Val Asn Lys Asn Phe Gly Val Glu Lys Thr 

80 85 90 

cct caa age cat att cag cag att tgt gaa aca att tta acc tct gga 489 
Pro Gin Ser His lie Gin Gin lie Cys Glu Thr lie Leu Thr Ser Gly 
95 100 105 110 

gaa aac eta get agg aag aga aac ttc acg gca aag tct eca ctg atg 537 
Glu Asn Leu Ala Arg Lys Arg Asn Phe Thr Ala Lys Ser Pro Leu Met 

115 120 125 

tat gaa tgg tac cag gaa tat tat gta ggg get get cat ggc ctg get 585 
Tyr Glu Trp Tyr Gin Glu Tyr Tyr Val Gly Ala Ala His Gly Leu Ala 

130 135 140 

gga att tat tac tac ctg atg cag cec age ctt caa gtg age caa ggg 633 
Gly lie Tyr Tyr Tyr Leu Met Gin Pro Ser Leu Gin Val Ser Gin Gly 

145 150 155 

aag tta cat agt ttg gtc aag cec agt gta gac tac gtc tgc cag ctg 681 
Lys Leu His Ser Leu Val Lys Pro Ser Val Asp Tyr Val Cys Gin Leu 

160 165 170 

aaa ttc cct tct ggc aat tac cct eca tgt ata ggt gat aat cga gat 72 9 

Lys Phe Pro Ser Gly Asn Tyr Pro Pro Cys lie Gly Asp Asn Arg Asp 
175 180 185 190 

ctg ctt gtc cat tgg tgc cat ggc gcc cct ggg gta ate tac atg etc 777 
Leu Leu Val His Trp Cys His Gly Ala Pro Gly Val lie Tyr Met Leu 

195 200 205 

ate cag gee tat aag gta ttc aga gag gaa aag tat etc tgt gat gee 82 5 

lie Gin Ala Tyr Lys Val Phe Arg Glu Glu Lys Tyr Leu Cys Asp Ala 

210 215 220 

tat cag tgt get gat gtg ate tgg caa tat ggg ttg ctg aag aag gga 8 73 

Tyr Gin Cys Ala Asp Val lie Trp Gin Tyr Gly Leu Leu Lys Lys Gly 

225 230 235 

tat ggg ctg tgc cae ggt tct gca ggg aat gcc tat gee ttc ctg aca 921 
Tyr Gly Leu Cys His Gly Ser Ala Gly Asn Ala Tyr Ala Phe Leu Thr 
240 245 250 
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etc tac aac etc aca cag gac atg aag tac ctg tat agg gcc tgt aag 96 9 

Leu Tyr Asn Leu Thr Gin Asp Met Lys Tyr Leu Tyr Arg Ala Cys Lys 

255 260 265 270 

ttt get gaa tgg tgc tta gag tat gga gaa cat gga tgc aga aca cea 1017 

Phe Ala Glu Trp Cys Leu Glu Tyr Gly Glu His Gly Cys Arg Thr Pro 

275 280 285 

gac acc cet ttc tct etc ttt gaa gga atg get ggg aca ata tat tte 1065 
Asp Thr Pro Phe Ser Leu Phe Glu Gly Met Ala Gly Thr lie Tyr Phe 

290 295 300 

ctg get gac ctg eta gtc ecc aca aaa gcc agg ttc cet gea ttt gaa 1113 
Leu Ala Asp Leu Leu Val Pro Thr Lys Ala Arg Phe Pro Ala Phe Glu 

305 310 315 

etc tgaaaggata gcatgccacc tgcaactcac tgcatgacce tttetgtata 1166 
Leu 

ttcaaaccca agetaagtgc ttccgttgct tteeaaggaa acaaagagtc aaaetgtgga 1226 
ettgattttg ttagettttt teagaattta tetttcatte agttcccttc cattatcatt 1286 
tacttttact tagaagtate caaggaagtc ttttaacttt aatttccatt tettcctaaa 1346 
gggagagtga gtgatatgta cagtgttttg agattgtata catatattec agaacttgga 1406 
ggaaatctta tttaagttta tgaatataac catctgttac tgttctaaaa atgtttaaaa 1466 
gaaactcaat acagataaag ataaatatgt gaetattaaa aaaaaaa 1513 



<210> 96 

<211> 417 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 327. .416 



<220> 

<221> polyA_site 
<222> 404 . .417 



<400> 96 

tgttttgagg tgttggcatt cttcgetgat ttggctgtte ceaatgttta cattatttaa 60 
tettgeaaaa atggttetgt gcacttggat gtgaaatget gteeagtttt atttttttta 120 
tgttgttate ettggatgta caaaaaatte agaaaatgat etctgtagat attctgtttt 180 
attttggtea tetttagaag ttatcaggaa tgtgtttaaa acaagaagag aaettttcta 240 
aggaatgata catagaaaag attttatttt aaaatgagtt gtaaagcttg tgtttctttg 3 00 
ttgetgcaag etatetgece aagtta atg caa atg gac aca ttt ttt atg tea 353 

Met Gin Met Asp Thr Phe Phe Met Ser 

1 5 

gaa aaa cac aca cac aca cac aca cat ata cac aca cae aca cga aaa 401 
Glu Lys His Thr His Thr His Thr His lie His Thr His Thr Arg Lys 
10 15 20 25 

aca aaa aaa aaa aaa a 417 
Thr Lys Lys Lys Lys 
30 



<210> 97 

<211> 603 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
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<222> 63 . .398 



<220> 

<221> sig__peptide 
<222> 63 . .206 
<223> Von Heijne matrix 
score 4 . 9 

seq PSLAAGLLFGSLA/GL 



<400> 97 

ggggccttcg tgagaccggt gcaggcctgg ggtagtctcc tgtctggaca gagaagagaa 60 
aa atg cag gac act ggc tea gta gtg cct ttg cat tgg ttt ggc ttt 107 
Met Gin Asp Thr Gly Ser Val Val Pro Leu His Trp Phe Gly Phe 

155 



203 



251 











-45 










-40 










-35 




ggc 


tac 


gca 


gca 


Ctg 


gtt 


get 


tet 


ggt 


ggg 


ate 


att 


ggc 


tat 


gta 


aaa 


Gly 


Tyr 


Ala 


Ala 


Leu 


Val 


Ala 


Ser 


Gly 


Gly 


lie 


He 


Gly 


Tyr 


Val 


Lys 








-30 










-25 










-20 






gca 


ggc 


age 


gtg 


ccg 


tec 


ctg 


get 


gea 


ggg 


ctg 


etc 


ttt 


ggc 


agt 


eta 


Ala 


Gly 


Ser 


Val 


Pro 


Ser 


Leu 


Ala 


Ala 


Gly 


Leu 


Leu 


Phe 


Gly 


Ser 


Leu 






-15 










-10 










-5 








gcc 


ggc 


ctg 


ggt 


get 


tac 


cag 


ctg 


tet 


cag 


gat 


eea 


agg 


aae 


gtt 


tgg 


Ala 


Gly 


Leu 


Gly 


Ala 


Tyr 


Gin 


Leu 


Ser 


Gin 


Asp 


Pro 


Arg 


Asn 


Val 


Trp 




1 








5 










10 










15 


gtt 


ttc 


eta 


get 


aca 


tet 


ggt 


ace 


ttg 


get 


ggc 


att 


atg 


gga 


atg 


agg 


Val 


Phe 


Leu 


Ala 


Thr 


Ser 


Gly 


Thr 


Leu 


Ala 


Gly 


He 


Met 


Gly 


Met 


Arg 










20 










25 










30 




ttc 


tac 


cac 


tet 


gga 


aaa 


ttc 


atg 


eet 


gca 


ggt 


tta 


att 


gca 


ggt 


gcc 


Phe 


Tyr 


His 


Ser 


Gly 


Lys 


Phe 


Met 


Pro 


Ala 


Gly 


Leu 


He 


Ala 


Gly 


Ala 








35 










40 










45 






agt 


ttg 


ctg 


atg 


gtc 


gee 


aaa 


gtt 


gga 


gtt 


agt 


atg 


ttc 


aae 


aga 


ecc 


Ser 


Leu 


Leu 


Met 


Val 


Ala 


Lys 


Val 


Gly 


Val 


Ser 


Met 


Phe 


Asn 


Arg 


Pro 



299 



347 



395 

i Asn Arg Pro 
50 55 60 

cat tagcagaagt eatgtteeag cttagaetga tgaagaatta aaaatetgca 448 
His 

tcttccacta tttteaatat attaagagaa ataagtgcag catttttgea tctgaeattt 508 
tacctaaaaa aaaagaeace aaacttggca gagaggtgga aaatcagtea tgattacaaa 568 
cctaeagagg tggegagtat gtaacacaag agctt 603 



<210> 98 

<211> 522 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2 . .163 



<220> 

<221> polyA_signal 
<222> 488. .493 



<220> 

<221> polyA_site 
<222> 511. .522 



<220> 

<221> mise feature 
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<222> 164. .165,305 
<223> n=a, g, c or t 



<400> 98 

c gag att gcg ggc tat ggc gcc gaa ggt ttt teg tea gta etg gga tat 4 9 

Glu lie Ala Gly Tyr Gly Ala Glu Gly Phe Ser Ser Val Leu Gly Tyr 
15 10 15 

cce ega tgg eae ega ttg cca ccg caa age eta cag eae cac cag tat 97 
Pro Arg Trp His Arg Leu Pro Pro Gin Ser Leu Gin His His Gin Tyr 

20 25 30 

tge eag cgt cgc tgg cct gac cge ege tge eta cag agt eae act caa 145 
Cys Gin Arg Arg Trp Pro Asp Arg Arg Cys Leu Gin Ser His Thr Gin 

35 40 45 

tec tee ggg cac ctt cet nntgaaggag tggctaaggt tggaeaatae 193 
Ser Ser Gly His Leu Pro 
50 

aegtteactg cagctgetgt eggggccgtg tttggeetea ceacctgeat cagcgcccat 253 
gtcegegaga ageeegaega ecccetgaac taetteeeeg gtggetgcgc cnggaggcct 313 
gactetggga geaegcaegc aeaaetaegg gattggcgcc gecgectgeg tgtaetttgg 373 
eatageggee tccctggtca agatgggeeg gctggagggc tgggaggtgt ttgcaaaaec 433 
eaaggtgtga gccctgtgee tgcegggace tccagcctgc agaatgegte eagaaataaa 493 
ttctgtgtct gtgtgtgaaa aaaaaaaaa 522 



<210> 99 

<211> 956 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 13 . .465 



<220> 

<221> sig_peptide 
<222> 13. .75 
<223> Von Heijne matrix 
score 3 . 9 

seq PVAVTAAVAPVLS/IN 



<220> 

<221> misc_feature 

<222> 1,27,30,3 5,212,788,918,92 0. .921 
<223> n=a, g, e or t 



<400> 99 

ngagtcggga aa atg get gcg agt acn ten atg gne ecg gtg get gtg aeg 51 
Met Ala Ala Ser Thr Ser Met Xaa Pro Val Ala Val Thr 
-20 -15 -10 

gcg gea gtg gcg cct gtc ctg tee ata aac age gat tte tea gat ttg 99 
Ala Ala Val Ala Pro Val Leu Ser lie Asn Ser Asp Phe Ser Asp Leu 

-5 15 
egg gaa att aaa aag caa etg etg ctt att gcg ggc ctt ace egg gag 14 7 

Arg Glu lie Lys Lys Gin Leu Leu Leu lie Ala Gly Leu Thr Arg Glu 

10 15 20 

egg ggc eta eta cae agt age aaa tgg teg gcg gag ttg get tte tet 195 
Arg Gly Leu Leu His Ser Ser Lys Trp Ser Ala Glu Leu Ala Phe Ser 
25 30 35 40 



82 



etc cct gca ttg cct cnt ggc cag ctg caa ccg cct ccg cct att aca 243 
Leu Pro Ala Leu Pro Xaa Gly Gin Leu Gin Pro Pro Pro Pro lie Thr 

45 50 55 

gag gaa gat gcc cag gat atg gat gcc tat acc ctg gcc aag gcc tac 291 
Glu Glu Asp Ala Gin Asp Met Asp Ala Tyr Thr Leu Ala Lys Ala Tyr 

60 65 70 

ttt gac gtt aaa gag tat gat egg gca gca cat ttc ctg cat ggc tgc 33 9 

Phe Asp Val Lys Glu Tyr Asp Arg Ala Ala His Phe Leu His Gly Cys 

75 80 85 

aat age aag aaa gcc tat ttt ctg tat atg tat tec aga tat ctg gtg 38 7 

Asn Ser Lys Lys Ala Tyr Phe Leu Tyr Met Tyr Ser Arg Tyr Leu Val 

90 95 100 

agg gee att tta aaa tgt cat tet gee ttt agt gaa aca tec ata ttt 43 5 

Arg Ala lie Leu Lys Cys His Ser Ala Phe Ser Glu Thr Ser lie Phe 
105 110 115 120 

aga ace aat gga aaa gtt aaa tet ttt aaa tagcttagca gtgggccact 48 5 

Arg Thr Asn Gly Lys Val Lys Ser Phe Lys 

125 130 
gaatgaatgt aetttataca tagcaataat aaaaaaaaga tatcataaat aaagttaaaa 54 5 
aggatggtag agaagaaaat attcttagga atgactaaca ggataagtaa eaacetgatt 605 
atttatttac tttaggttat ataaggttct tcatgcctgt gaattaatat tattgtgtaa 665 
gaattaagtt aaaaageetg ggctgacttt taaatttata aattcattta tcatgtttat 725 
agtatattta ttgtttttct ttcatggcta ttaaaaagta tgactgtaaa ggaeaatgea 785 
agnaaaceaa cttaatactg tattgaataa taagtacaat ttattatttt actttgaaac 845 
attatgaatt tactttecta etttttctta gttgttatet atataaattg attaaaaaaa 905 
eattttatgt aentnneatt tcctagtaca ggttgagtat eccttatttg a 956 



<210> 100 

<211> 1041 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 20. .703 



<220> 

<221> sig_peptide 
<222> 20. .94 
<223> Von Heijne matrix 
score 3 . 9 

seq ATVGLLMLGVTLP/NS 



<220> 

<221> polyA_signal 
<222> 1000. .1005 



<220> 

<221> polyA_site 
<222> 1023. .1041 



<400> 100 

cagggtcctg catectacc atg teg atg get gtg gaa acc ttt ggc ttc ttc 52 

Met Ser Met Ala Val Glu Thr Phe Gly Phe Phe 
-25 -20 -15 

atg gca act gtg ggg ctg ctg atg ctg ggg gtg act ctg eca aac age 100 
Met Ala Thr Val Gly Leu Leu Met Leu Gly Val Thr Leu Pro Asn Ser 
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-10 -5 1 

tac tgg cga gtg tec act gtg cac ggg aac gtc ate acc acc aac acc 148 
Tyr Trp Arg Val Ser Thr Val His Gly Asn Val lie Thr Thr Asn Thr 

5 10 15 

ate ttc gag aac etc tgg ttt age tgt gee acc gae tec ctg ggc gtc 196 
lie Phe Glu Asn Leu Trp Phe Ser Cys Ala Thr Asp Ser Leu Gly Val 

20 25 30 

tac aac tgc tgg gag ttc ccg tec atg ctg gee etc tct ggg tat att 244 
Tyr Asn Cys Trp Glu Phe Pro Ser Met Leu Ala Leu Ser Gly Tyr lie 
35 40 45 50 

cag gcc tge egg gea etc atg ate acc gee ate etc ctg ggc ttc etc 292 
Gin Ala Cys Arg Ala Leu Met lie Thr Ala lie Leu Leu Gly Phe Leu 

55 60 65 

ggc etc ttg eta ggc ata gcg gge ctg cgc tgc ace aac att ggg ggc 340 
Gly Leu Leu Leu Gly lie Ala Gly Leu Arg Cys Thr Asn lie Gly Gly 

70 75 80 

ctg gag etc tec agg aaa gcc aag ctg gcg gee ace gea ggg gee eee 388 
Leu Glu Leu Ser Arg Lys Ala Lys Leu Ala Ala Thr Ala Gly Ala Pro 

85 90 95 

cac att ctg gee ggt ate tge ggg atg gtg gcc ate tee tgg tac gee 436 
His lie Leu Ala Gly lie Cys Gly Met Val Ala lie Ser Trp Tyr Ala 

100 105 110 

ttc aac ate ace egg gae ttc ttc gae eee ttg tac ccc gga ace aag 484 
Phe Asn lie Thr Arg Asp Phe Phe Asp Pro Leu Tyr Pro Gly Thr Lys 
115 120 125 130 

tac gag ctg gge eee gcc etc tac ctg ggg tgg age gee tea ctg ate 532 
Tyr Glu Leu Gly Pro Ala Leu Tyr Leu Gly Trp Ser Ala Ser Leu lie 

135 140 145 

tee ate ctg ggt gge etc tge etc tge tec gee tge tgc tgc ggc tct 580 
Ser lie Leu Gly Gly Leu Cys Leu Cys Ser Ala Cys Cys Cys Gly Ser 

150 155 160 

gae gag gae eca gee gcc age gee egg egg ccc tac cag get eca gtg 628 
Asp Glu Asp Pro Ala Ala Ser Ala Arg Arg Pro Tyr Gin Ala Pro Val 

165 170 175 

tec gtg atg ccc gtc gcc ace teg gae caa gaa ggc gae age age ttt 676 
Ser Val Met Pro Val Ala Thr Ser Asp Gin Glu Gly Asp Ser Ser Phe 

180 185 190 

ggc aaa tac gge aga aac gee tac gtg tageagetet ggecegtggg 723 
Gly Lys Tyr Gly Arg Asn Ala Tyr Val 
195 200 

eeecgetgte ttcccactgc cecaaggaga ggggaeetgg ecggggeeea ttceeetata 783 
gtaacctcag gggeeggeca cgeceegetc ccgtagccce gceccggcca cggeecegtg 843 
tcttgcacte teatggcccc teeaggceaa gaactgctct tgggaagtcg eatatetcce 903 
etctgagget ggatceetea tcttetgace etgggttetg ggetgtgaag gggacggtgt 963 
ceccgeacgt ttgtattgtg tataaataea ttcattaata aatgcatatt gtgaccgtta 1023 
aaaaaaaaaa aaaaaaaa 1041 

<210> 101 
<211> 558 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 103 . .294 



<220> 
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<221> sig_peptide 
<222> 103 . .243 
<223> Von Heijne matrix 
score 5 . 9 

seq TWLGLLSFQNLHC/FP 



<400> 101 

ttcccatggt ttagaagcat aacctgtaat gtaatgcaag tcccctaact ccctggttgc 6 0 

taacattaac ttccttaagt aataatcaat gaaagaaatt ct atg cat ggt ttt 114 

Met His Gly Phe 
-45 

gaa ata ata tec ttg aaa gag gaa tea cca tta gga aag gtg agt cag 162 
Glu lie lie Ser Leu Lys Glu Glu Ser Pro Leu Gly Lys Val Ser Gin 

-40 -35 -30 

ggt cct ttg ttt aat gtg act agt ggc tea tea tea cca gtg ace tgg 210 
Gly Pro Leu Phe Asn Val Thr Ser Gly Ser Ser Ser Pro Val Thr Trp 

-25 -20 -15 

ttg ggc eta etc tec ttc eag aac ctg cat tgc ttc cca gac etc ccc 258 
Leu Gly Leu Leu Ser Phe Gin Asn Leu His Cys Phe Pro Asp Leu Pro 

-10 -5 15 

act gag atg cct eta aga gee aaa gga gte aac act tgagectagg 304 
Thr Glu Met Pro Leu Arg Ala Lys Gly Val Asn Thr 

10 15 
gtgggetaca acaaaagatt ctaatttace ttgettcate taggtccagg ecceaagtag 364 
cttgetgaag gaaettaaaa agtagctgtt atttattgta ttgtataagc taaaaacatt 424 
tatttttgtt gaatcgaaac aattecatgt agcaatcttt tttctgttea eggtgtttgt 4 84 
gatagaacet taaattccgc aagcatcagt .tttttgaaaa aatgggaatt gaccggatag 544 
taacaggcaa agtt 558 



<210> 102 

<211> 730 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 81. .518 



<220> 

<221> sigjteptide 
<222> 81. .173 
<223> Von Heijne matrix 
score 3 . 9 

seq ILFHGVFYAGGFA/IV 



<400> 102 

ctegtcatgc tctttgtage gtggtgcttc tgttgctcac aggacaaett gectttgatg 60 
atttteaaga gagttgtgct atg atg tgg caa aag tat gea gga age agg egg 113 

Met Met Trp Gin Lys Tyr Ala Gly Ser Arg Arg 
-30 -25 
tea atg cct ctg gga gea agg ate ctt ttc cac ggt gtg ttc tat gee 161 
Ser Met Pro Leu Gly Ala Arg lie Leu Phe His Gly Val Phe Tyr Ala 
-20 -15 -10 -5 

999 990 ttt gee att gtg tat tac etc att caa aag ttt cat tec agg 209 
Gly Gly Phe Ala lie Val Tyr Tyr Leu lie Gin Lys Phe His Ser Arg 

15 10 
get tta tat tac aag ttg gea gtg gag eag ctg cag age cat ccc gag 257 



85 



Ala 


Leu 


Tyr 


Tyr 


Lys 


Leu 


Ala 


Val 


Glu 


Gin 


Leu 


Gin 


Ser 


His 


Pro 


Glu 








15 










20 










25 










gca 


cag 


gaa 


get 


ctg 


ggc 


cet 


cet 


etc 


aac 


ate 


cat 


tat 


etc 


aag 


etc 


305 


Ala 


Gin 


Glu 


Ala 


Leu 


Gly 


Pro 


Pro 


Leu 


Asn 


He 


His 


Tyr 


Leu 


Lys 


Leu 






30 










35 










40 












ate 


gac 


agg 


gaa 


aac 


tte 


gtg 


gac 


att 


gtt 


gat 


gee 


aag 


ttg 


aag 


att 


353 


lie 


Asp 


Arg 


Glu 


Asn 


Phe 


Val 


Asp 


He 


Val 


Asp 


Ala 


Lys 


Leu 


Lys 


He 




45 










50 










55 










60 




cct 


gtc 


tct 


gga 


tee 


aaa 


tea 


gag 


ggc 


ett 


etc 


tac 


gtc 


cae 


tea 


tee 


401 


Pro 


Val 


Ser 


Gly 


Ser 


Lys 


Ser 


Glu 


Gly 


Leu 


Leu 


Tyr 


Val 


His 


Ser 


Ser 












65 










70 










75 






aga 


ggt 


ggc 


ccc 


ttt 


eag 


agg 


tgg 


cae 


ctt 


gac 


gag 


gtc 


ttt 


tta 


gag 


449 


Arg 


Gly 


Gly 


Pro 


Phe 


Gin 


Arg 


Trp 


His 


Leu 


Asp 


Glu 


Val 


Phe 


Leu 


Glu 










80 










85 










90 








etc 


aag 


gat 


ggt 


eag 


eag 


att 


cet 


gtg 


tte 


aag 


etc 


agt 


ggg 


gaa 


aac 


497 


Leu 


Lys 


Asp 


Gly 


Gin 


Gin 


He 


Pro 


Val 


Phe 


Lys 


Leu 


Ser 


Gly 


Glu 


Asn 








95 










100 










105 










ggt 


gat 


gaa 


gtg 


aaa 


aag 


gag 


tagagaegae eeagaagacc cagcttgett 


548 


Gly 


Asp 


Glu 


Val 


Lys 


Lys 


Glu 























110 115 

etagtccatc cttcceteat ctctaccata tggccactgg ggtggtggec eatctcagtg 608 

acagaeaetc etgeaaccca gtttteeagc caceagtggg atgatggtat gtgecagcae 668 

atggtaattt tggtgtaatt ctaaettggg cacaacgaat gctatttgtc atttttaaac 728 

tg 730 



<210> 103 

<211> 1098 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 66. .326 

<220> 

<221> polyA_signal 
<222> 1066. .1071 

<220> 

<221> polyA_site 
<222> 1087. .1098 

<400> 103 

ctecctttga atgagagaaa ctaacceget tccgaagccc ctgaaagaca ctgctcettc 60 
ctetc atg gag ttg get ccg aca gcc cgt ctg cca cca ggc cat ggt tec 110 
Met Glu Leu Ala Pro Thr Ala Arg Leu Pro Pro Gly His Gly Ser 





1 








5 










10 








15 




ttg 


eee 


cat 


ggt 


gtc 


ctg 


gga 


ccc 


aga 


gca 


aca gga 


tct 


gtc 


acc 


cac 


158 


Leu 


Pro 


His 


Gly Val 


Leu 


Gly 


Pro 


Arg 


Ala 


Thr Gly 


Ser 


Val 


Thr 


His 












20 










25 








30 






etc 


tct 


ett 


etc 


ccc 


cag 


ate 


aag 


caa 


cgt 


gcc tea 


gag 


get 


ttg 


ccc 


206 


Leu 


Ser 


Leu 


Leu 
35 


Pro 


Gin 


He 


Lys 


Gin 
40 


Arg 


Ala Ser 


Glu 


Ala 
45 


Leu 


Pro 




gaa 


ttg 


ctt 


cgt 


cet 


gtc 


acc 


ccc 


ate 


acc 


aat ttt 


gag 


ggc 


age 


cag 


254 


Glu 


Leu 


Leu 


Arg 


Pro 


Val 


Thr 


Pro 


He 


Thr 


Asn Phe 


Glu Gly Ser 


Gin 








50 










55 








60 










tct 


cag 


gac 


cac 


agt 


gga 


ate 


ttt 


ggc 


ctg 


gta aca 


aac 


ctg 


gaa 


gag 


302 



86 



Ser Gin Asp His Ser Gly lie Phe Gly Leu Val Thr Asn Leu Glu Glu 

65 70 75 

ctg gag gtg gac gat tgg gag ttc tgagcctctg caaactgtgc gcattctcca 356 
Leu Glu Val Asp Asp Trp Glu Phe 
80 85 

gccagggatg cagaggccac ccagaggccc ttcctgaggg ccggccacat tcccgccctc 416 

ctgggcagat tgggtagaaa ggacattctt ccaggaaagt tgactgctgg ctgattggga 476 

aagaaaatcc tggagagata cttcactgct ccaaggcttt tgagacacaa gggaatctca 536 

acaaccaggg atcaggaggg tccaaagccg acattcccag tcctgtgagc tcaggtgacc 596 

tcctccgcag aagagagatg ctgctctggc cctgggagct gaattccaag cccagggttt 656 

ggctccttaa acccgaggac cgccacctct tcccagtgct tgcgaccagc ctcattctac 716 

ttaactttgc tctcagatgc ctcagatgct ataggtcagt gaaagggcga gtagtaagct 776 

gcctgcctcc cttccctcag acctctccct cataattcca gagaagggca tttctgtctt 836 

tttaagcaca gactaaggct ggaacagtcc atccttatcc ctcttctggc ttgggccctg 8 96 

acacctaagt ctttcccacg gtttatgtgt gtgcctcatt cctttcccac caagaatcca 956 

tcttagcgcc tcctgccagc tgccctggtg ctttctccaa gggccatcag tgtcttgcct 1016 

agcttgaggg cttaagtcct tatgctgtgt tagtttcgtt gtcagaacaa attaaaattt 1076 

tcagagacgc aaaaaaaaaa aa 1098 

<210> 104 
<211> 346 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 170. .289 



<220> 

<221> sig_j)eptide 
<222> 170. .250 
<223> Von Heijne matrix 
score 3.6 

seq LTLLLITPSPSPL/LF 



<400> 104 

ccatttgagc cccaccacgg aggttatgtg gtcccaaaag gaatgatggc caagcaatta 60 
atttttcctc ctagttctta gcttgcttct gcattgattg gctttacaca actggcattt 120 
agtctgcatt acacaaatag acactaattt atttggaaca agcagcaaa atg aga act 178 

Met Arg Thr 
-25 

tta ttt ggt gca gtc agg get cca ttt agt tec etc act ctg ctt eta 226 
Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr Leu Leu Leu 

-20 -15 -10 

ate ace ect tet ecc age cet ctt eta ttt gat aga ggt ctg tec etc 274 
lie Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly Leu Ser Leu 

-5 15 
aga tea gca atg tet tagecectct ectetcttcc attcctteet gttggtacte 329 
Arg Ser Ala Met Ser 
10 

atttcttcta actttta 346 



<210> 105 

<211> 685 

<212> DNA 

<213> Homo sapiens 



87 



<220> 
<221> CDS 
<222> 36. .497 



<220> 

<221> polyA_signal 
<222> 650. .655 



<220> 

<221> polyA_site 
<222> 663. .685 



<400> 105 

aagttctgcg ctggtcggcg gagtagcaag tggcc atg ggg age etc age ggt 53 

Met Gly Ser Leu Ser Gly 
1 5 

ctg cgc ctg gca gca gga age tgt ttt agg tta tgt gaa aga gat gtt 101 
Leu Arg Leu Ala Ala Gly Ser Cys Phe Arg Leu Cys Glu Arg Asp Val 

10 15 20 

tec tea tct eta agg ett acc aga age tet gat ttg aag aga ata aat 14 9 

Ser Ser Ser Leu Arg Leu Thr Arg Ser Ser Asp Leu Lys Arg lie Asn 

25 30 35 

gga ttt tgc aea aaa eca cag gaa agt cec gga get eca tec cgc act 197 
Gly Phe Cys Thr Lys Pro Gin Glu Ser Pro Gly Ala Pro Ser Arg Thr 

40 45 50 

tac aac aga gtg eet tta cac aaa cet aeg gat tgg eag aaa aag ate 245 
Tyr Asn Arg Val Pro Leu His Lys Pro Thr Asp Trp Gin Lys Lys lie 
55 60 65 70 

etc ata tgg tea ggt cgc tte aaa aag gaa gat gaa ate eca gag act 2 93 

Leu lie Trp Ser Gly Arg Phe Lys Lys Glu Asp Glu lie Pro Glu Thr 

75 80 85 

gtc teg ttg gag atg ett gat get gca aag aae aag atg ega gtg aag 341 
Val Ser Leu Glu Met Leu Asp Ala Ala Lys Asn Lys Met Arg Val Lys 

90 95 100 

age age tat eta atg att gee ctg aeg gtg gta gga tgc ate tte atg 389 
Ser Ser Tyr Leu Met lie Ala Leu Thr Val Val Gly Cys lie Phe Met 

105 110 115 

gtt att gag ggc aag aag get gee eaa aga cac gag act tta aea age 43 7 

Val lie Glu Gly Lys Lys Ala Ala Gin Arg His Glu Thr Leu Thr Ser 

120 125 130 

ttg aac tta gaa aag aaa get egt ctg aaa gag gaa gca get atg aag 485 
Leu Asn Leu Glu Lys Lys Ala Arg Leu Lys Glu Glu Ala Ala Met Lys 
135 140 145 150 

gcc aaa aea gag tagcagaggt ateegtgttg getggatttt gaaaatceag 537 
Ala Lys Thr Glu 

gaattatgtt ataaegtgee tgtattaaaa aggatgtggt atgaggatcc atttcataaa 597 
gtatgatttg eccaaacctg taecatttec gtatttctge cgtagaagta gaaataaatt 657 
ttettaaaaa aaaaaaaaaa aaaaaaaa 685 

<210> 106 
<211> 554 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 18 . . 320 
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<220> 

<221> polyA_signal 
<222> 539. .544 



<220> 

<221> polyA_site 
<222> 542. .554 

<220> 

<221> misc_f eature 
<222> 278 

<223> n=a, g, c or t 
<400> 106 

aaccgtcgtg gggaagg atg gtg tgc gaa aaa tgt gaa aag aaa ctt ggt 50 

Met Val Cys Glu Lys Cys Glu Lys Lys Leu Gly 
15 10 
act gtt ate act cca gat aca tgg aaa gat ggt get agg aat ace aca 98 
Thr Val lie Thr Pro Asp Thr Trp Lys Asp Gly Ala Arg Asn Thr Thr 

15 20 25 

gaa agt ggt gga aga aag etg aat aaa aat aaa get ttg act tea aaa 146 
Glu Ser Gly Gly Arg Lys Leu Asn Lys Asn Lys Ala Leu Thr Ser Lys 

30 35 40 

aaa gca aga ttt gat cca tat gga aag aat aag ttc tec act tgt aga 194 
Lys Ala Arg Phe Asp Pro Tyr Gly Lys Asn Lys Phe Ser Thr Cys Arg 

45 50 55 

att tgt aaa agt tct gtg cac caa cca ggt tct eat tac tgc cag gge 242 
lie Cys Lys Ser Ser Val His Gin Pro Gly Ser His Tyr Cys Gin Gly 
60 65 70 75 

tgt gee tac aaa aaa ggc ate tgt gcg atg tgt ggn aaa aaa gtt ttg 2 90 

Cys Ala Tyr Lys Lys Gly lie Cys Ala Met Cys Gly Lys Lys Val Leu 

80 85 90 

gat acc aaa aac tac aag caa aca tct gtc tagatgtatt gatggaattt 340 
Asp Thr Lys Asn Tyr Lys Gin Thr Ser Val 

95 100 
ctggctttct aaatgatttt actttctgec ttgaatttte aaggcataga tgtcaactta 400 
cagaataaca tgttttaaga taattaagtt taaaeeagag aatttgattg ttactcattt 46 0 
tgctctcatg ttctaaaeag caacagtgta actagtcttt tgttgtaaat ggttattttc 520 
cttataagaa ttttaagaac taaaaaaaaa aaaa 554 

<210> 107 
<211> 1678 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 71. ,1438 

<220> 

<221> sig_peptide 
<222> 71. .136 
<223> Von Heijne matrix 
score 3 . 5 

seq AAPVAAGLGPVIS/RP 
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<220> 

<221> polyA_signal 
<222> 1644. .1649 



<220> 

<221> polyA_site 
<222> 1665. .1678 



<400> 107 

ccgacttcca gaggagcgct gtgcacgtgg agaagagcgg ggactcggcg accctgccct 6 0 

cccgaccctc atg ttc gaa gag cct gag tgg gcc gag gcg gcc cca gta 109 
Met Phe Glu Glu Pro Glu Trp Ala Glu Ala Ala Pro Val 
-20 -15 -10 

gcc gcg ggc ctt ggg ccc gta ate tea cga cct ccg cct gcg gcc tec 157 
Ala Ala Gly Leu Gly Pro Val lie Ser Arg Pro Pro Pro Ala Ala Ser 

-5 15 
teg caa aac aag ggc tec aag egc cgc cag etc ttg gcc aca tta egg 205 
Ser Gin Asn Lys Gly Ser Lys Arg Arg Gin Leu Leu Ala Thr Leu Arg 

10 15 20 

gee eta gag gca gca tet ctt tec cag cat ccc ccc age eta tgt ata 2 53 

Ala Leu Glu Ala Ala Ser Leu Ser Gin His Pro Pro Ser Leu Cys lie 
25 30 35 

gae tet gag gag gag gag gag gaa agg aag aag aaa tgc ccc aaa 3 01 

Ser Asp Ser Glu Glu Glu Glu Glu Glu Arg Lys Lys Lys Cys Pro Lys 
40 45 50 55 

aag gca tea ttt gcc agt gee tet get gaa gta ggg aag aaa ggg aag 34 9 

Lys Ala Ser Phe Ala Ser Ala Ser Ala Glu Val Gly Lys Lys Gly Lys 

60 65 70 

aag aaa tgt caa aaa cag ggc cca cct tgc agt gae tet gag gaa gaa 3 97 

Lys Lys Cys Gin Lys Gin Gly Pro Pro Cys Ser Asp Ser Glu Glu Glu 

75 80 85 

gta gaa agg aag aag aaa tgc eac aaa cag get ctt gtt ggc agt gae 445 
Val Glu Arg Lys Lys Lys Cys His Lys Gin Ala Leu Val Gly Ser Asp 

90 95 100 

tet get gaa gat gag aaa aga aag agg aaa tgc cag aaa eat gee cct 493 
Ser Ala Glu Asp Glu Lys Arg Lys Arg Lys Cys Gin Lys His Ala Pro 

105 110 115 

ata aat tea gee cag eac ctg gae aat gtt gae caa aca ggt ccc aaa 541 
lie Asn Ser Ala Gin His Leu Asp Asn Val Asp Gin Thr Gly Pro Lys 
120 125 130 135 

gee tgg aag ggt agt act aca aat gat cca cca aag caa age cct ggg 589 
Ala Trp Lys Gly Ser Thr Thr Asn Asp Pro Pro Lys Gin Ser Pro Gly 

140 145 150 

tec act tee cct aaa ccc cct cat aca tta age cgc aag cag tgg egg 63 7 

Ser Thr Ser Pro Lys Pro Pro His Thr Leu Ser Arg Lys Gin Trp Arg 

155 160 165 

aac egg caa aag aat aag aga aga tgt aag aac aag ttt cag cca cct 685 
Asn Arg Gin Lys Asn Lys Arg Arg Cys Lys Asn Lys Phe Gin Pro Pro 

170 175 180 

cag gtg cca gae cag gcc cca get gag gcc ccc aca gag aag aca gag 733 
Gin Val Pro Asp Gin Ala Pro Ala Glu Ala Pro Thr Glu Lys Thr Glu 

185 190 195 

gtg tet cct gtt ccc agg aca gae age cat ggg get egg gca ggg get 781 
Val Ser Pro Val Pro Arg Thr Asp Ser His Gly Ala Arg Ala Gly Ala 
200 205 210 215 

ttg cga gee cgc atg gca cag egg ctg gat ggg gcc cga ttt egc tac 829 
Leu Arg Ala Arg Met Ala Gin Arg Leu Asp Gly Ala Arg Phe Arg Tyr 



90 



220 225 230 

etc aat gaa cag ttg tac tea ggg ccc age agt get gca cag cgt cte 8 77 

Leu Asn Glu Gin Leu Tyr Ser Gly Pro Ser Ser Ala Ala Gin Arg Leu 

235 240 245 

ttc eag gaa gac eet gag get ttt ett cte tac eae egc gge tte eag 925 
Phe Gin Glu Asp Pro Glu Ala Phe Leu Leu Tyr His Arg Gly Phe Gin 

250 255 260 

age eaa gtg aag aag tgg cea etg eag cea gtg gac egc ate gee agg 973 
Ser Gin Val Lys Lys Trp Pro Leu Gin Pro Val Asp Arg lie Ala Arg 

265 270 275 

gat ett egc eag egg cet gea tee eta gtg gtg get gac tte gge tgt 1021 
Asp Leu Arg Gin Arg Pro Ala Ser Leu Val Val Ala Asp Phe Gly Cys 
280 285 290 295 

999 gat tgc egc ttg get tea agt ate egg aac eet gtg eat tge ttt 1069 
Gly Asp Cys Arg Leu Ala Ser Ser lie Arg Asn Pro Val His Cys Phe 

300 305 310 

gac ttg get tct etg gac cct agg gte act gtg tgt gac atg gcc cag 1117 
Asp Leu Ala Ser Leu Asp Pro Arg Val Thr Val Cys Asp Met Ala Gin 

315 320 325 

gtt cct ttg gag gat gag tct gtg gat gtg get gtg ttt tge ett tea 1165 
Val Pro Leu Glu Asp Glu Ser Val Asp Val Ala Val Phe Cys Leu Ser 

330 335 340 

etg atg gga ace aac ate agg gac tte eta gag gag gca aat aga gta 1213 
Leu Met Gly Thr Asn lie Arg Asp Phe Leu Glu Glu Ala Asn Arg Val 

345 350 355 

etg aag cea ggg ggt cte etg aaa gtg get gag gte age age egc ttt 1261 
Leu Lys Pro Gly Gly Leu Leu Lys Val Ala Glu Val Ser Ser Arg Phe 
360 365 370 375 

gag gat gtt cga ace ttt etg egg get gtg ace aag eta gge tte aag 1309 
Glu Asp Val Arg Thr Phe Leu Arg Ala Val Thr Lys Leu Gly Phe Lys 

380 385 390 

att gte tec aag gac etg ace aac age eat tte ttc ttg ttt gat ttc 1357 
lie Val Ser Lys Asp Leu Thr Asn Ser His Phe Phe Leu Phe Asp Phe 

395 400 405 

eaa aag act ggg cec eet etg gta ggg ccc aag get eag ett tea gge 1405 
Gin Lys Thr Gly Pro Pro Leu Val Gly Pro Lys Ala Gin Leu Ser Gly 

410 415 420 

etg cag ett cag cea tgt etc tac aag egc agg tgacctctgg atctteettg 1458 
Leu Gin Leu Gin Pro Cys Leu Tyr Lys Arg Arg 

425 430 
agaggggsgg cagatctcaa actccagget cagaaetgtg aagactgttt ccggectgge 1518 
tgtgagecaa gaeetggttc ctggtggace ctgaggaeaa agtgtgataa aacetetgge 1578 
teagaettge tetaetgaag gcttcttggt tataagatgc ataaagtcae tggggetagc 1638 
taaacaataa agagtttatt gtgaggaaaa aaaaaaaaaa 1678 



<210> 108 

<211> 494 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 25. .318 



<220> 

<221> sig_peptide 
<222> 25. .75 
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<223> 



Von Heijne matrix 
score 7.4 

seq FFLLLQFFLRIDG/VL 



<220> 

<221> polyA_signal 
<222> 452 . .457 



<220> 

<221> polyA_site 
<222> 482 . .494 



<400> 108 

^Srgctgagtg tgaagattag agta atg cat tct age ttt ttc ctg ctg ttg 51 

Met Pro Ser Ser Phe Phe Leu Leu Leu 
-15 -10 
cag ttt ttc ttg aga att gat ggg gtg ctt ate aga atg aat gac acg 99 
Gin Phe Phe Leu Arg lie Asp Gly Val Leu lie Arg Met Asn Asp Thr 

-5 15 
aga ctt tac cat gag get gac aag acc tac atg tta cga gaa tat acg 147 
Arg Leu Tyr His Glu Ala Asp Lys Thr Tyr Met Leu Arg Glu Tyr Thr 

10 15 20 

tea cga gaa age aaa att tct agt ttg atg cat gtt cca cct tec etc 195 
Ser Arg Glu Ser Lys lie Ser Ser Leu Met His Val Pro Pro Ser Leu 
25 30 35 40 

ttc acg gaa cct aat gaa ata tec cag tat tta cca ata aag gaa gea 243 
Phe Thr Glu Pro Asn Glu lie Ser Gin Tyr Leu Pro lie Lys Glu Ala 

45 50 55 

gtt tgt gag aag eta ata ttt eea gaa aga att gat cct aac cca gea 2 91 

Val Cys Glu Lys Leu lie Phe Pro Glu Arg lie Asp Pro Asn Pro Ala 

60 65 70 

gac tea caa aaa agt aca eaa gtg gaa taaaatgtga tacaacatat 33 8 

Asp Ser Gin Lys Ser Thr Gin Val Glu 

75 80 
actcactatg gaatctgact ggacaecttg gctatttgta aggggttatt tttattatga 398 
gaattaattg cettgtttat gtacagattt tetgtageet taaaggaaaa aaaaataaag 458 
atcgttacag gcaggtttea cteaaaaaaa aaaaac 4 94 



<210> 109 

<211> 714 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 84. .332 



<220> 

<221> sig_peptide 
<222> 84. .170 
<223> Von Heijne matrix 
score 5.2 

seq PCYYLGLFQRALA/SV 



<220> 

<221> polyA_site 
<222> 702. .714 



92 



<220> 

<221> misc_f eature 

<222> 520 

<223> n=a, g, c or t 



<400> 109 

cctatctctt ctgctggctg ggctcaatgc cgcgggtgag cgttcggccg aggctgctcc 60 
tacccttgag tgatgtgcct tga atg acg ctg ctt tea ttc get get ttc acg 113 

Met Thr Leu Leu Ser Phe Ala Ala Phe Thr 
-25 -20 
get get ttc tec gtc etc eee tgt tae tae ett ggg etg ttt eag egg 161 
Ala Ala Phe Ser Val Leu Pro Cys Tyr Tyr Leu Gly Leu Phe Gin Arg 

-15 -10 -5 

geg etc geg teg gtc ttc gae eca ctt tge gtt tgt tea egt gtg etc 209 
Ala Leu Ala Ser Val Phe Asp Pro Leu Cys Val Cys Ser Arg Val Leu 

15 10 
ceg aca cct gta tgt ace ttg gtc gca aca caa gee gaa aaa ata tta 257 
Pro Thr Pro Val Cys Thr Leu Val Ala Thr Gin Ala Glu Lys lie Leu 

15 20 25 

gag aat ggg ccc tgt eca ace aag gag geg gee eag ctt gtc ggg aag 305 
Glu Asn Gly Pro Cys Pro Thr Lys Glu Ala Ala Gin Leu Val Gly Lys 
30 35 40 45 

ggc age gtt tec gee aga aat get teg tgaaaggcac ttgagggaec 352 
Gly Ser Val Ser Ala Arg Asn Ala Ser 
50 

ttagcagcat cetcaacagg ccttgtaggg aatgecagaa gaagcagtcc ttggccggge 412 
ggggtggctc atgcetgtgg tcceagcact ttgggaggcc ggggcgggcg gatcacctga 472 
ggtcgggagg tecagaccag ectgaccgae atggagaaae ccegtctnta ctagaaatae 532 
aaaactagee gggtgtggtg gcgeatgect gtagtcecag ctactcggga gggtgaggea 592 
ggagacgttc ttgaaccegg gaggeggagt ttgtggtgag ccgagatege gecattgcac 6 52 
tccagcetgg geatgecaag agegaaacte egtctcaaaa aaaaaaaaga aaaaaaaaaa 712 
aa 714 



<210> 110 

<211> 805 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 32 . . 718 



<220> 

<221> sigj)eptide 
<222> 32. .100 
<223> Von Heijne matrix 
score 7.4 

seq VLLLAALPPVLLP/GA 



<220> 

<221> polyA_signal 
<222> 770. .775 



<220> 

<221> polyA_site 
<222> 793 . .805 
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<400> 110 

cctctttcag cccgggatcg ccccagcagg g atg ggc gac aag ate tgg ctg 52 

Met Gly Asp Lys lie Trp Leu 
-20 

ccc ttc ccc gtg etc ctt ctg gcc get ctg ect ecg gtg ctg ctg ect 100 
Pro Phe Pro Val Leu Leu Leu Ala Ala Leu Pro Pro Val Leu Leu Pro 

-15 -10 -5 

ggg geg gcc ggc ttc aca ect tec etc gat age gac ttc ace ttt ace 148 
Gly Ala Ala Gly Phe Thr Pro Ser Leu Asp Ser Asp Phe Thr Phe Thr 
15 10 15 

ctt ccc gcc ggc cag aag gag tge ttc tac cag ccc atg ccc ctg aag 196 
Leu Pro Ala Gly Gin Lys Glu Cys Phe Tyr Gin Pro Met Pro Leu Lys 

20 25 30 

gcc teg ctg gag ate gag tac caa gtt tta gat gga gea gga tta gat 244 
Ala Ser Leu Glu lie Glu Tyr Gin Val Leu Asp Gly Ala Gly Leu Asp 

35 40 45 

att gat ttc eat ctt gee tet cea gaa ggc aaa acc tta gtt ttt gaa 2 92 

lie Asp Phe His Leu Ala Ser Pro Glu Gly Lys Thr Leu Val Phe Glu 

50 55 60 

caa aga aaa tea gat gga gtt cac act gta gag act gaa gtt ggt gat 34 0 

Gin Arg Lys Ser Asp Gly Val His Thr Val Glu Thr Glu Val Gly Asp 
65 70 75 80 

tac atg ttc tge ttt gac aat aca ttc age ace att tet gag aag gtg 3 88 

Tyr Met Phe Cys Phe Asp Asn Thr Phe Ser Thr lie Ser Glu Lys Val 

85 90 95 

att ttc ttt gaa tta ate ctg gat aat atg gga gaa cag gea caa gaa 436 
lie Phe Phe Glu Leu lie Leu Asp Asn Met Gly Glu Gin Ala Gin Glu 

100 105 110 

caa gaa gat tgg aag aaa tat att act ggc aca gat ata ttg gat atg 484 
Gin Glu Asp Trp Lys Lys Tyr lie Thr Gly Thr Asp lie Leu Asp Met 

115 120 125 

aaa ctg gaa gac ate ctg gaa tee ate age age ate aag tec aga eta 532 
Lys Leu Glu Asp lie Leu Glu Ser lie Ser Ser lie Lys Ser Arg Leu 

130 135 140 

age aaa agt ggg cac ata caa att ctg ctt aga gea ttt gaa get egt 580 
Ser Lys Ser Gly His lie Gin lie Leu Leu Arg Ala Phe Glu Ala Arg 
145 150 155 160 

gat cga aac ata caa gaa age aac ttt gat aga gte aat ttc tgg tet 628 
Asp Arg Asn lie Gin Glu Ser Asn Phe Asp Arg Val Asn Phe Trp Ser 

165 170 175 

atg gtt aat tta gtg gte atg gtg gtg gtg tea gcc att caa gtt tat 676 
Met Val Asn Leu Val Val Met Val Val Val Ser Ala lie Gin Val Tyr 

180 185 190 

atg ctg aag agt ctg ttt gaa gat aag agg aaa agt aga act 718 
Met Leu Lys Ser Leu Phe Glu Asp Lys Arg Lys Ser Arg Thr 

195 200 205 

taaaaetcea aactagagta egtaaeattg aaaaatgagg cataaaaatg caataaaetg 778 
ttaeagtcaa gaeeaaaaaa aaaaaaa 805 

<210> 111 
<211> 787 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
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<222> 26 . .481 



<220> 

<221> sig__peptide 
<222> 26. .88 
<223> Von Heijne matrix 
score 4.4 

seq AVASSFFCASLFS/AV 



<220> 

<221> polyA_signal 
<222> 755. .760 



<220> 

<221> polyA_site 
<222> 775. .787 



<400> 111 

gacagcctgg ataaaggctc acttg atg get cag ttg gga gca gtt gtg get 52 

Met Ala Gin Leu Gly Ala Val Val Ala 
-20 -15 
gtg get tee agt tte ttt tgt gea tet ete tte tea get gtg eae aag 100 
Val Ala Ser Ser Phe Phe Cys Ala Ser Leu Phe Ser Ala Val His Lys 

-10 -5 1 

ata gaa gag gga eat att ggg gta tat tae aga ggc ggt gee ctg etg 148 
lie Glu Glu Gly His lie Gly Val Tyr Tyr Arg Gly Gly Ala Leu Leu 
5 10 15 20 

act teg ace age ggc ect ggt tte cat etc atg etc ect tte ate aea 196 
Thr Ser Thr Ser Gly Pro Gly Phe His Leu Met Leu Pro Phe lie Thr 

25 30 35 

tea tat aag tet gtg cag ace aea etc cag aea gat gag gtg aag aat 244 
Ser Tyr Lys Ser Val Gin Thr Thr Leu Gin Thr Asp Glu Val Lys Asn 

40 45 50 

gta ect tgt ggg act agt ggt ggt gtg atg ate tac ttt gac aga att 2 92 

Val Pro Cys Gly Thr Ser Gly Gly Val Met lie Tyr Phe Asp Arg lie 

55 60 65 

gaa gtg gtg aac tte ctg gte eeg aac gca gtg cat gat ata gtg aag 34 0 

Glu Val Val Asn Phe Leu Val Pro Asn Ala Val His Asp lie Val Lys 

70 75 80 

aac tat act get gae tat gac aag gee etc ate tte aac aag ate eae 388 
Asn Tyr Thr Ala Asp Tyr Asp Lys Ala Leu lie Phe Asn Lys lie His 
85 90 95 100 

eae gaa etg aac cag tte tge agt gtg cac aeg ett caa gag gte tac 436 
His Glu Leu Asn Gin Phe Cys Ser Val His Thr Leu Gin Glu Val Tyr 

105 110 115 

att gag etg ttt gga etg gaa aat gat ttt tec cag gaa tet tea 4 81 

lie Glu Leu Phe Gly Leu Glu Asn Asp Phe Ser Gin Glu Ser Ser 

120 125 130 

taaaagggac cetgageaag aaeattttte atageagaea ggaggactea tecacatcge 541 
cagcaatcat aattaagcaa accgeetttt geaccattta agatttagga aateatccaa 601 
attaetttta atgtttctgc agtagaaaat gaatetaaat teattttata gggtttgtag 661 
tcttttatet gttttggatt eaetgtgctt ttaagaaaaa gttggtaaat ttgccgttga 721 
tttttetttt taaccteaaa etaatagaat tttataaaat attaatttte tecaaaaaaa 781 
aaaaaa 787 



<210> 112 
<211> 569 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26. .562 

<220> 

<221> sig_peptide 
<222> 26. .187 
<223> Von Heijne matrix 
score 4 . 1 

seq AWAAAARTGSEA/RV 
<400> 112 



agaaacaggt ctgggctaca aaagt 


atg 


gee 


get 


tct 


gag 


gcg 


gcg 


gtg 


gtg 


52 
















Met 


Ala 


Ala 


Ser 


Glu 
-50 


Ala 


Ala 


Val 


Val 




tct 


teg 


cog 


tct 


ttg 


aaa 


aca 


gae 


aca 


tec 


cct 


gtc 


ctt 


gaa 


act 


gca 


100 


Ser 


Ser 


Pro 


Ser 


Leu 


Lys 


Thr 


Asp 


Thr 


Ser 


Pro 


Val 


Leu 


Glu 


Thr 


Ala 




-45 










-40 










-35 










-30 




gga 


acg 


gtc 


gca 


gca 


atg 


get 


gcg 


acc 


eeg 


tea 


gca 


agg 


get 


gca 


gcc 


148 


Gly 


Thr 


Val 


Ala 


Ala 


Met 


Ala 


Ala 


Thr 


Pro 


Ser 


Ala 


Arg 


Ala 


Ala 


Ala 












-25 










-20 










-15 






gcg 


gtg 


gtt 


gcg 


gcc 


gcg 


gcc 


agg 


acc 


gga 


tec 


gaa 


gcc 


agg 


gtc 


tec 


196 


Ala 


Val 


Val 


Ala 


Ala 


Ala 


Ala 


Arg 


Thr Gly 


Ser 


Glu 


Ala 


Arg 


Val 


Ser 










-10 










-5 










1 








aag 


gcc 


get 


ttg 


get 


acc 


aag 


ctg 


ctg 


tee 


ttg 


age 


ggc 


gtg 


ttc 


gcc 


244 


Lys 


Ala 


Ala 


Leu 


Ala 


Thr 


Lys 


Leu 


Leu 


Ser 


Leu 


Ser 


Gly 


Val 


Phe 


Ala 






5 










10 










15 












gtg 


cac 


aag 


ccc 


aaa 


ggg 


ccc 


act 


tea 


gcc 


gag 


ctg 


ctg 


aat 


egg 


ttg 


292 


Val 


His 


Lys 


Pro 


Lys 


Gly 


Pro 


Thr 


Ser 


Ala 


Glu 


Leu 


Leu 


Asn 


Arg 


Leu 




20 










25 










30 










35 




aag 


gag 


aag 


ctg 


ctg 


gca 


gaa 


get 


gga 


atg 


cct 


tct 


cea 


gaa 


tgg 


acc 


340 


Lys 


Glu 


Lys 


Leu 


Leu 


Ala 


Glu 


Ala 


Gly Met 


Pro 


Ser 


Pro 


Glu 


Trp 


Thr 












40 










45 










50 






aag 


agg 


aaa 


aag 


cag 


act 


ttg 


aaa 


att 


ggg 


eat 


gga 


ggg 


act 


eta 


gae 


388 


Lys 


Arg 


Lys 


Lys 


Gin 


Thr 


Leu 


Lys 


He Gly His 


Gly 


Gly 


Thr 


Leu 


Asp 










55 










60 










65 








age 


gca 


gcc 


cga 


gga 


gtt 


ctg 


gtt 


gtt 


gga 


att 


gga 


age 


gga 


aca 


aaa 


436 


Ser 


Ala 


Ala 


Arg 


Gly Val 


Leu 


Val 


Val 


Gly 


He 


Gly 


Ser 


Gly 


Thr 


Lys 








70 










75 










80 










atg 


ttg 


acc 


agt 


atg 


ttg 


tea 


ggg 


tec 


aag 


agg 


tat 


act 


gee 


att 


gga 


484 


Met 


Leu 


Thr 


Ser 


Met 


Leu 


Ser 


Gly 


Ser 


Lys 


Arg 


Tyr 


Thr 


Ala 


He 


Gly 






85 










90 










95 












gaa 


ctg 


ggg 


aaa 


get 


act 


gat 


aca 


eta 


gat 


tct 


acg 


ggg 


aag 


gta 


aca 


532 


Glu 


Leu 


Gly Lys 


Ala 


Thr 


Asp 


Thr 


Leu 


Asp 


Ser 


Thr 


Gly 


Lys 


Val 


Thr 




100 










105 










110 










115 




gaa 


gaa 


aaa 


cct 


tac 


ggt 


atg 


aac 


etc 


ate 


taagtag 










569 


Glu 


Glu 


Lys 


Pro 


Tyr Gly Met Asn 


Leu 


He 

















120 125 



<210> 113 

<211> 893 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 4. .810 

<220> 

<221> sigjeptide 
<222> 4 . .279 
<223> Von Heijne matrix 
score 6 . 8 

seq AVMLYTWRSCSRA/IP 

<220> 

<221> polyA_signal 
<222> 858. .863 

<220> 

<221> polyA_site 
<222> 881. .893 

<400> 113 

gcc atg ate acg cac gtc acc ctg gaa gat gcc ctg tec aac gtg gac 48 

Met lie Thr His Val Thr Leu Glu Asp Ala Leu Ser Asn Val Asp 
-90 -85 -80 

Ctg ctt gaa gag ctt ccc etc cec gac cag eag cea tgc ate gag cet 96 
Leu Leu Glu Glu Leu Pro Leu Pro Asp Gin Gin Pro Cys lie Glu Pro 

-75 -70 -65 

eea cat tec tee ate atg tae cag get aae ttt gac aca aac ttt gag 144 
Pro Pro Ser Ser lie Met Tyr Gin Ala Asn Phe Asp Thr Asn Phe Glu 

-60 -55 -50 

gac agg aat gea ttt gtc aeg ggc att gca agg tae att gag cag get 192 
Asp Arg Asn Ala Phe Val Thr Gly lie Ala Arg Tyr lie Glu Gin Ala 
-45 -40 -35 -30 

aca gtc eac tee age atg aat gag atg ctg gag gaa gga cat gag tat 240 
Thr Val His Ser Ser Met Asn Glu Met Leu Glu Glu Gly His Glu Tyr 

-25 -20 -15 

gcg gtc atg ctg tae acc tgg cgc age tgt tee egg gcc att ccc eag 288 
Ala Val Met Leu Tyr Thr Trp Arg Ser Cys Ser Arg Ala lie Pro Gin 

-10 -5 1 

gtg aaa tgc aae gag eag eee aac cga gta gag ate tat gag aag aca 336 
Val Lys Cys Asn Glu Gin Pro Asn Arg Val Glu lie Tyr Glu Lys Thr 

5 10 15 

gta gag gtg ctg gag ccg gag gtc ace aag etc atg aag ttc atg tat 384 
Val Glu Val Leu Glu Pro Glu Val Thr Lys Leu Met Lys Phe Met Tyr 
20 25 30 35 

ttt eag cgc aag gee ate gag egg ttc tgc age gag gtg aag egg ctg 432 
Phe Gin Arg Lys Ala lie Glu Arg Phe Cys Ser Glu Val Lys Arg Leu 

40 45 50 

tgc cat gcc gag cgc agg aag gac ttt gtc tet gag gcc tae etc ctg 480 
Cys His Ala Glu Arg Arg Lys Asp Phe Val Ser Glu Ala Tyr Leu Leu 

55 60 65 

ace ctt ggc aag tte ate aae atg ttt get gtc ctg gat gag eta aag 52 8 

Thr Leu Gly Lys Phe lie Asn Met Phe Ala Val Leu Asp Glu Leu Lys 

70 75 80 

aac atg aag tgc age gtc aag aat gae cac tec gcc tac aag agg gea 576 
Asn Met Lys Cys Ser Val Lys Asn Asp His Ser Ala Tyr Lys Arg Ala 

85 90 95 

gca cag ttc ctg egg aag atg gca gat ccc eag tet ate cag gag teg 624 
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Ala Gin Phe Leu Arg Lys Met Ala Asp Pro Gin Ser lie Gin Glu Ser 

100 105 110 115 

cag aac ctt tec atg ttc ctg gcc aac cac aac agg ate acc cag tgt 672 

Gin Asn Leu Ser Met Phe Leu Ala Asn His Asn Arg lie Thr Gin Cys 

120 125 130 

etc cac cag caa ctt gaa gtg ate cca ggc tat gag gag ctg ctg get 72 0 

Leu His Gin Gin Leu Glu Val lie Pro Gly Tyr Glu Glu Leu Leu Ala 

135 140 145 

gac att gte aac ate tgt gtg gat tac tac gag aac aag atg tac ctg 768 
Asp lie Val Asn lie Cys Val Asp Tyr Tyr Glu Asn Lys Met Tyr Leu 

150 155 160 

act cce agt gag aaa cat atg etc etc aag gta aaa etc cec 810 
Thr Pro Ser Glu Lys His Met Leu Leu Lys Val Lys Leu Pro 

165 170 175 

tgaggccgca cccatggagc ctgggettac cetctcaect tcttcttatt aaaaatccgt 870 
tttaaaaaac aaaaaaaaaa aaa 893 



<210> 114 

<211> 1475 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 55. .459 



<220> 

<221> sig_peptide 
<222> 55 . . 120 
<223> Von Heijne matrix 
score 7.2 

seq GLWLALVDGLVRS/SP 



<220> 

<221> polyA_signal 
<222> 1444. .1449 



<220> 

<221> polyA_site 
<222> 1462. .1475 



<400> 114 

cagttcegea gctacgtgtg ggaceegctg ctgatcctgt egeagatcgt cetc atg 57 

Met 

cag acc gtg tat tac ggc teg ctg ggc ctg tgg ctg geg ctg gtg gac 105 
Gin Thr Val Tyr Tyr Gly Ser Leu Gly Leu Trp Leu Ala Leu Val Asp 

-20 -15 -10 

999 eta gtg cga age age cce teg ctg gac cag atg ttc gac gee gag 153 
Gly Leu Val Arg Ser Ser Pro Ser Leu Asp Gin Met Phe Asp Ala Glu 
-5 15 10 

ate ctg ggc ttt tec ace ect cea ggc egg etc tec atg atg tee ttc 201 
lie Leu Gly Phe Ser Thr Pro Pro Gly Arg Leu Ser Met Met Ser Phe 

15 20 25 

ate ttc aac gcc etc acc tgt gee ctg ggc ttg ctg tac ttc ate egg 24 9 

lie Phe Asn Ala Leu Thr Cys Ala Leu Gly Leu Leu Tyr Phe lie Arg 

30 35 40 

cga gga aag cag tgt ctg gat ttc act gte act gtc cat ttc ttt cac 2 97 
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Arg Gly 


Lys 


Gin 


Cys 


Leu 


Asp 


Phe 


Thr 


Val 


Thr 


Val 


His 


Phe 


Phe 


His 






45 










50 










55 












etc 


ctg 


ggc 


tgc 


tgg 


ttc 


tac 


age 


tee 


cgt 


ttc 


cec 


teg 


geg 


ctg 


acc 


345 


Leu 


Leu 


Gly Cys 


Trp 


Phe 


Tyr 


Ser 


Ser 


Arg 


Phe 


Pro 


Ser 


Ala 


Leu 


Thr 




60 










65 










70 










75 




tgg 


tgg 


ctg 


gtc 


caa 


gcc 


gtg 


tgc 


att 


gea 


etc 


atg 


get 


gtc 


ate 


ggg 


393 


Trp 


Trp 


Leu 


Val 


Gin 
80 


Ala 


Val 


Cys 


He 


Ala 
85 


Leu 


Met 


Ala 


Val 


He 
90 


Gly 




gag 


tac 


ctg 


tgc 


atg 


egg 


acg 


gag 


etc 


aag 


gag 


ata 


ece 


etc 


aac 


tea 


441 


Glu 


Tyr 


Leu 


Cys 
95 


Met 


Arg 


Thr 


Glu 


Leu 
100 


Lys 


Glu 


He 


Pro 


Leu 
105 


Asn 


Ser 




gcc 


cct 


aaa 


tec 


aat 


gtc 


tagaatcagg ccctttggac atcccgctga 




489 


Ala 


Pro 


Lys 
110 


Ser 


Asn 


Val 

























eacttgggee cettaacace 
ctgagaggaa cectggaaat 
teaaagaagg caggtagcag 
ccttggtatc tgagaggtca 
atgceactet tgagccacaa 
caaggatate tgattggagc 
gctgttaeet ttgcagtgtt 
cagcagttct gttggagaaa 
gtgtgaagta ttaggctgct 
aaaatgeaca acctgtgcce 
ttcttccagt tecttctace 
taggacccag agaagaatcc 
gtcttctagg aatgaccagg 
atttagaatt ctttggcggg 
ctggcctggg ctgtgctgat 
ttggggtgga gtttcctctg 
gtattttcca tgaaaaaaaa 

<210> 115 
<211> 321 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 48 . . 248 

<220> 

<221> sigjpeptide 
<222> 48, .161 
<223> Von Heijne matrix 
score 6 . 3 

seq LVFALVTAVCCLA/DG 

<220> 

<221> polyA_signal 
<222> 283. .288 

<220> 

<221> polyA_site 
<222> 308. .321 

<400> 115 
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ttgggctgct cagaccctcc agatgaggtc cagcccagat 549 

gtgaagtctc tgttggtgtg ggagagatag tgagggcctg 609 

tcagcatgac agctgcaaga atgacctctg tctgttgaag 66 9 

ggaaggggac ctctttgagg gtaataacat aattggaacc 72 9 

tacctgtcac cagcctgttg ttttaagaga gaaaaaaaat 78 9 

aaaccacttc tttagtcatc tgtcttacct ccctgggaca 84 9 

gccgaatcac agcagttacc tttgcaatgt tgccgaatca 909 

cgcttggttt ccggatccag agccacagaa agaaatgtag 969 

gtcagggaga ggatggcaga tggaggcatc aagcacaagg 102 9 

tgttatacac acgttcatgt gcgcccaaga acctatgact 108 9 

aggtccccat cctgctgcca gctctcaaca tagcaggcca 114 9 

cagtgttgct caaagtctga ccatcataaa gacactgcct 1209 

cacccagctc ccactggact ccaatttttt ttcctgcctt 1269 

aagggtatga tgggttccca gagacaagaa gcccaacctt 1329 

agtgctgagg gagataggaa tttgctgcta agatttttct 1389 

tgaggggctt gcagctatcc ttcctgtgta tacaaataca 1449 

aaaaaa 14 75 



gctgagaaga gttgagggaa agtgctgctg ctgggtctgc 


agacgcg 


atg 


aat 


aac 


56 




























Met 


Asn 


Asn 




gtg 


cag 


ccg 


aaa 


ata 


aaa 


cat 


cgc 


ccc 


ttc 


tgc 


ttc 


agt 


gtg 


aaa 


ggc 


104 


Val 


Gin 


Pro 


Lys 


He 


Lys 


His 


Arg 


Pro 


Phe 


Cys 


Phe 


Ser 


Val 


Lys 


Gly 




-35 










-30 










-25 










-20 




cac 


gtg 


aag 


atg 


ctg 


egg 


ctg 


gtg 


ttt 


gca 


ctt 


gtg 


aca 


gca 


gta 


tgc 


152 


His 


Val 


Lys 


Met 


Leu 
-15 


Arg 


Leu 


Val 


Phe 


Ala 
-10 


Leu 


Val 


Thr 


Ala 


Val 

-5 


Cys 




tgt 


ctt 


gcc 


gac 


ggg 


gcc 


ctt 


att 


tac 


egg 


aag 


ctt 


ctg 


ttc 


aat 


ccc 


200 


Cys 


Leu 


Ala 


Asp 
1 


Gly 


Ala 


Leu 


He 
5 


Tyr 


Arg 


Lys 


Leu 


Leu 
10 


Phe 


Asn 


Pro 




aac 


ggt 


cct 


tac 


cag 


aaa 


aag 


cct 


gtg 


eat 


gaa 


aaa 


aaa 


gaa 


gtt 


ttg 


248 


Asn Gly 


Pro 


Tyr 


Gin 


Lys 


Lys 


Pro 


Val 


His 


Glu 


Lys 


Lys 


Glu 


Val 


Leu 






15 










20 










25 













tgattttata ttacttttta gtttgatact aagtattaaa catatttctg tattcttcca 308 
aaaaaaaaaa aaa 321 



<210> 116 

<211> 450 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 25. .399 



<220> 

<221> sig_peptide 
<222> 25. . 186 
<223> Von Heijne matrix 
score 3 . 5 

seq SILAQVLDQSARA/RL 



<400> 116 

ctgctccagc gctgacgccg agce atg gcg gac gag gag ctt gag gcg ctg 51 

Met Ala Asp Glu Glu Leu Glu Ala Leu 
-50 

agg aga cag agg ctg gcc gag ctg cag gcc aaa cac ggg gat cct ggt 99 

Arg Arg Gin Arg Leu Ala Glu Leu Gin Ala Lys His Gly Asp Pro Gly 

-45 -40 -35 -30 

gat gcg gee caa cag gaa gea aag cac agg gaa gca gaa atg aga aac 147 

Asp Ala Ala Gin Gin Glu Ala Lys His Arg Glu Ala Glu Met Arg Asn 

-25 -20 -15 

agt ate tta gcc caa gtt ctg gat cag teg gcc egg gcc agg tta agt 195 
Ser He Leu Ala Gin Val Leu Asp Gin Ser Ala Arg Ala Arg Leu Ser 

-10 -5 1 

aac tta gea ctt gta aag cct gaa aaa act aaa gca gta gag aat tac 243 
Asn Leu Ala Leu Val Lys Pro Glu Lys Thr Lys Ala Val Glu Asn Tyr 

5 10 15 

ctt ata cag atg gca aga tat gga caa eta agt gag aag gta tea gaa 2 91 

Leu He Gin Met Ala Arg Tyr Gly Gin Leu Ser Glu Lys Val Ser Glu 
20 25 30 35 

caa ggt tta ata gaa ate ctt aaa aaa gta age caa caa aca gaa aag 3 39 

Gin Gly Leu He Glu He Leu Lys Lys Val Ser Gin Gin Thr Glu Lys 

40 45 50 

aca aca aca gtg aaa ttc aac aga aga aaa gta atg gac tct gat gaa 3 87 

Thr Thr Thr Val Lys Phe Asn Arg Arg Lys Val Met Asp Ser Asp Glu 



100 



55 60 65 

gat gac gat tat tgaactacaa gtgctcacag actagaactt aacggaacaa 43 9 

Asp Asp Asp Tyr 
70 

gtctaggaca g 4 50 



<210> 117 

<211> 1173 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 10. .1137 



<220> 

<221> sig__peptide 
<222> 10. .72 
<223> Von Heijne matrix 
score 6.5 

seq LLTLLLPPPPLYT/RH 



<220> 

<221> polyA_signal 
<222> 1144 . . 1149 



<220> 

<221> polyA_site 
<222> 1162. .1173 



<400> 117 

gagctgctt atg gga cac cgc ttc ctg cgc ggc etc tta acg ctg ctg ctg 51 
Met Gly His Arg Phe Leu Arg Gly Leu Leu Thr Leu Leu Leu 
-20 -15 -10 

ccg ccg cca ccc ctg tat acc egg cac cgc atg etc ggt cca gag tec 99 
Pro Pro Pro Pro Leu Tyr Thr Arg His Arg Met Leu Gly Pro Glu Ser 

-5 15 
gtc ccg ccc cca aaa cga tec cgc age aaa etc atg gca ccg ccc ega 147 
Val Pro Pro Pro Lys Arg Ser Arg Ser Lys Leu Met Ala Pro Pro Arg 
10 15 20 25 

ate ggg acg cac aat ggc acc ttc cac tgc gac gag gca ctg gca tge 195 
lie Gly Thr His Asn Gly Thr Phe His Cys Asp Glu Ala Leu Ala Cys 

30 35 40 

gca ctg ctt cgc etc ctg ccg gag tac egg gat gca gag att gtg egg 243 
Ala Leu Leu Arg Leu Leu Pro Glu Tyr Arg Asp Ala Glu lie Val Arg 

45 50 55 

acc egg gat ccc gaa aaa etc get tec tgt gac ate gtg gtg gac gtg 291 
Thr Arg Asp Pro Glu Lys Leu Ala Ser Cys Asp lie Val Val Asp Val 

60 65 70 

ggg ggc gag tac gac cet egg aga cac ega tat gac eat cac cag agg 33 9 

Gly Gly Glu Tyr Asp Pro Arg Arg His Arg Tyr Asp His His Gin Arg 

75 80 85 

tet ttc aca gag acc atg age tec ctg tec cet ggg agg ccg tgg cag 387 
Ser Phe Thr Glu Thr Met Ser Ser Leu Ser Pro Gly Arg Pro Trp Gin 
90 95 100 105 

ace aag ctg age agt geg gga etc ate tat ctg cac ttc ggg cac aag 43 5 

Thr Lys Leu Ser Ser Ala Gly Leu lie Tyr Leu His Phe Gly His Lys 
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110 115 120 

ctg ctg gcc cag ttg ctg ggc act agt gaa gag gac age atg gtg ggc 483 
Leu Leu Ala Gin Leu Leu Gly Thr Ser Glu Glu Asp Ser Met Val Gly 

125 130 135 

acc etc tat gac aag atg tat gag aac ttt gtg gag gag gtg gat get 531 
Thr Leu Tyr Asp Lys Met Tyr Glu Asn Phe Val Glu Glu Val Asp Ala 

140 145 150 

gtg gac aat ggg ate tee cag tgg gca gag ggg gag cct cga tat gea 579 
Val Asp Asn Gly lie Ser Gin Trp Ala Glu Gly Glu Pro Arg Tyr Ala 

155 160 165 

ctg acc act acc ctg agt gca ega gtt get cga ett aat cct ace tgg 62 7 

Leu Thr Thr Thr Leu Ser Ala Arg Val Ala Arg Leu Asn Pro Thr Trp 
170 175 180 185 

aac cac cec gac caa gac act gag gca ggg tte aag egt gea atg gat 675 
Asn His Pro Asp Gin Asp Thr Glu Ala Gly Phe Lys Arg Ala Met Asp 

190 195 200 

ctg gtt caa gag gag ttt ctg cag aga tta gat ttc tac caa cac age 723 
Leu Val Gin Glu Glu Phe Leu Gin Arg Leu Asp Phe Tyr Gin His Ser 

205 210 215 

tgg ctg cca gcc egg gee ttg gtg gaa gag gcc ett gee cag cga ttc 771 
Trp Leu Pro Ala Arg Ala Leu Val Glu Glu Ala Leu Ala Gin Arg Phe 

220 225 230 

cag gtg gac cca agt gga gag att gtg gaa ctg gcg aaa ggt gca tgt 819 
Gin Val Asp Pro Ser Gly Glu lie Val Glu Leu Ala Lys Gly Ala Cys 

235 240 245 

cec tgg aag gag cat etc tac cac ctg gaa tct ggg ctg tec cct cca 867 
Pro Trp Lys Glu His Leu Tyr His Leu Glu Ser Gly Leu Ser Pro Pro 
250 255 260 265 

gtg gee ate tte ttt gtt ate tac act gac cag get gga cag tgg cga 915 
Val Ala He Phe Phe Val He Tyr Thr Asp Gin Ala Gly Gin Trp Arg 

270 275 280 

ata cag tgt gtg cec aag gag ece cac tea ttc caa age egg ctg cec 963 
He Gin Cys Val Pro Lys Glu Pro His Ser Phe Gin Ser Arg Leu Pro 

285 290 295 

ctg cca gag cca tgg egg ggt ett egg gac gag gcc ctg gac cag gtc 1011 
Leu Pro Glu Pro Trp Arg Gly Leu Arg Asp Glu Ala Leu Asp Gin Val 

300 305 310 

agt ggg ate cct ggc tge ate ttc gtc cat gca age ggc ttc att ggc 1059 
Ser Gly He Pro Gly Cys He Phe Val His Ala Ser Gly Phe He Gly 

315 320 325 

ggt cac cgc acc cga gag ggt gcc ttg age atg gee egt gcc ace ttg 1107 
Gly His Arg Thr Arg Glu Gly Ala Leu Ser Met Ala Arg Ala Thr Leu 
330 335 340 345 

gcc cag cgc tea tac etc cca caa ate tec tagtctaata aaaccttcca 1157 
Ala Gin Arg Ser Tyr Leu Pro Gin He Ser 
350 355 
tetcaaaaaa aaaaaa 1173 



<210> 118 
<211> 785 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 72. .704 
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<220> 

<221> sig_peptide 
<222> 72. .161 
<223> Von Heijne matrix 
score 13.2 

seq LLLLSTLVIPSAA/AP 



<220> 

<221> polyA_signal 
<222> 772 . .777 



<400> 118 

cggaatccgg gagtccggtg acccgggctg tggtctagca taaaggcgga gcccagaaga 60 
aggggcgggg t atg gga gaa gcc tec cca cct gcc ccc gca agg egg cat 110 
Met Gly Glu Ala Ser Pro Pro Ala Pro Ala Arg Arg His 
-30 -25 -20 

ctg ctg gtc ctg ctg ctg etc etc tct acc ctg gtg ate ccc tec get 158 
Leu Leu Val Leu Leu Leu Leu Leu Ser Thr Leu Val lie Pro Ser Ala 

-15 -10 -5 

gca get cct ate cat gat get gae gee caa gag age tec ttg ggt etc 206 
Ala Ala Pro lie His Asp Ala Asp Ala Gin Glu Ser Ser Leu Gly Leu 

15 10 15 

aca ggc etc cag age eta etc caa ggc tte age ega ett tte ctg aaa 254 
Thr Gly Leu Gin Ser Leu Leu Gin Gly Phe Ser Arg Leu Phe Leu Lys 

20 25 30 

ggt aac ctg ett egg ggc ata gac age tta tte tet gee ccc atg gac 302 
Gly Asn Leu Leu Arg Gly lie Asp Ser Leu Phe Ser Ala Pro Met Asp 

35 40 45 

tte egg ggc etc cct ggg aac tac cac aaa gag gag aae eag gag eac 350 
Phe Arg Gly Leu Pro Gly Asn Tyr His Lys Glu Glu Asn Gin Glu His 

50 55 60 

cag ctg ggg aae aae ace etc tec age eac etc cag ate gac aag gta 398 
Gin Leu Gly Asn Asn Thr Leu Ser Ser His Leu Gin lie Asp Lys Val 

65 70 75 

ccc agg atg gag gag aag gag gee ctg gta ccc ate eag aag gcc acg 446 
Pro Arg Met Glu Glu Lys Glu Ala Leu Val Pro lie Gin Lys Ala Thr 
80 85 90 95 

gac age tte eac aca gaa etc cat ece egg gtg gcc tte tgg ate att 4 94 

Asp Ser Phe His Thr Glu Leu His Pro Arg Val Ala Phe Trp lie lie 

100 105 110 

aag ctg cca egg egg agg tee eac eag gat gee ctg gag ggc ggc cac 542 
Lys Leu Pro Arg Arg Arg Ser His Gin Asp Ala Leu Glu Gly Gly His 

115 120 125 

tgg etc age gag aag cga cac egc ctg eag gee ate egg gat gga etc 590 
Trp Leu Ser Glu Lys Arg His Arg Leu Gin Ala lie Arg Asp Gly Leu 

130 135 140 

egc aag ggg ace cac aag gac gtc eta gaa gag ggg ace gag age tec 638 
Arg Lys Gly Thr His Lys Asp Val Leu Glu Glu Gly Thr Glu Ser Ser 

145 150 155 

tec cac tec agg ctg tee ccc cga aag acc cac tta ctg tac ate etc 686 
Ser His Ser Arg Leu Ser Pro Arg Lys Thr His Leu Leu Tyr lie Leu 
160 165 170 175 

agg ece tct egg eag ctg taggggtggg gaccggggag eacctgcetg 734 
Arg Pro Ser Arg Gin Leu 
180 

tagecceeat cagaeectge cccaagcace atatggaaat aaagttettt c 785 
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<210> 119 

<211> 559 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 44. .505 



<220> 

<221> sig_j)eptide 
<222> 44. .223 
<223> Von Heijne matrix 
score 4 

seq LVRRTLLVAALRA/WM 



<400> 119 

agcaaccaga gggagatgat cacctgaacc actgctccaa acc atg ggc agt aaa 55 

Met Gly Ser Lys 
-60 

tgc tgt aaa ggt ggt cca gat gaa gat gca gta gaa aga cag agg egg 103 
Cys Cys Lys Gly Gly Pro Asp Glu Asp Ala Val Glu Arg Gin Arg Arg 

-55 -50 -45 

cag aag ttg ctt ctt gca caa ctg cat cac aga aaa agg gtg aag gca 151 
Gin Lys Leu Leu Leu Ala Gin Leu His His Arg Lys Arg Val Lys Ala 
-40 -35 -30 -25 

get ggg cag ate cag gcc tgg tgg cgt ggg gtc ctg gtg cgc agg acc 199 
Ala Gly Gin lie Gin Ala Trp Trp Arg Gly Val Leu Val Arg Arg Thr 

-20 -15 -10 

ctg ctg gtt get gcc etc agg gee tgg atg att cag tgc tgg tgg agg 247 
Leu Leu Val Ala Ala Leu Arg Ala Trp Met lie Gin Cys Trp Trp Arg 

-5 15 
aeg ttg gtg cag aga egg ate cgt cag egg egg cag gcc ctg ttg agg 2 95 

Thr Leu Val Gin Arg Arg lie Arg Gin Arg Arg Gin Ala Leu Leu Arg 

10 15 20 

gtc tac gtc ate cag gag cag geg acg gtc aag etc cag tec tgc ate 343 
Val Tyr Val He Gin Glu Gin Ala Thr Val Lys Leu Gin Ser Cys He 
25 30 35 40 

cgc atg tgg cag tgc egg caa tgt tac cgc caa atg tgc aat get etc 391 
Arg Met Trp Gin Cys Arg Gin Cys Tyr Arg Gin Met Cys Asn Ala Leu 

45 50 55 

tgc ttg ttc cag gtc cea gag age age ctt gee tte cag act gat ggc 43 9 

Cys Leu Phe Gin Val Pro Glu Ser Ser Leu Ala Phe Gin Thr Asp Gly 

60 65 70 

ttt tta cag gtc caa tat gea ate cet tea aag cag cca gag ttc cac 487 
Phe Leu Gin Val Gin Tyr Ala He Pro Ser Lys Gin Pro Glu Phe His 

75 80 85 

att gaa ate eta tea ate tgaaaggect ggggcatgga gaaeaggctg 535 
He Glu He Leu Ser He 

90 

eactacccta ataaatgtet gaec 559 



<210> 120 

<211> 770 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 25. .393 



<220> 

<221> sig_peptide 
<222> 25 . . 150 
<223> Von Heijne matrix 
score 4 . 6 

seq LDPAVSLSAPAFA/SA 



<220> 

<221> polyA_signal 
<222> 734. .739 



<220> 

<221> polyA_site 
<222> 757. .770 



<400> 120 

cgcagaaagg agagacacac atac atg aaa gga gga get ttc tec aat ctt 51 

Met Lys Gly Gly Ala Phe Ser Asn Leu 
-40 -35 
aat gat tec cag etc tea gcc teg ttt ctg caa ccc age ctg caa gca 99 
Asn Asp Ser Gin Leu Ser Ala Ser Phe Leu Gin Pro Ser Leu Gin Ala 

-30 -25 -20 

aac tgt eet get ttg gac cct get gtg tea etc tec gca cca gee ttt 147 
Asn Cys Pro Ala Leu Asp Pro Ala Val Ser Leu Ser Ala Pro Ala Phe 

-15 -10 -5 

gee tet get ctt cgc tct atg aag tec tec cag get gca egg aag gac 195 
Ala Ser Ala Leu Arg Ser Met Lys Ser Ser Gin Ala Ala Arg Lys Asp 

15 10 15 

gac ttt etc agg tet ett agt gat gga gac tea ggg aca tea gaa cac 243 
Asp Phe Leu Arg Ser Leu Ser Asp Gly Asp Ser Gly Thr Ser Glu His 

20 25 30 

ate tea gcg gtg gtg act age cct egg att tee tge eat ggt get gcc 2 91 

lie Ser Ala Val Val Thr Ser Pro Arg lie Ser Cys His Gly Ala Ala 

35 40 45 

att ccc ace gcc cgt gee etc tge eta ggc tgt tee tge tge ace gaa 33 9 

lie Pro Thr Ala Arg Ala Leu Cys Leu Gly Cys Ser Cys Cys Thr Glu 

50 55 60 

cgc etc etc ctg cca ceg ccc tec etc ctt tct tta gaa gee eet gee 387 
Arg Leu Leu Leu Pro Pro Pro Ser Leu Leu Ser Leu Glu Ala Pro Ala 

65 70 75 

age ace tgagctctet gctgattget gttcctccca gtctgtggaa getttgeeea 443 
Ser Thr 
80 

tatgetttcc ttaaaagggt tetgggcagg geaggcgccc ceatttetca gggatcecct 503 
ecaggacaac gcettttect tgtgtcttea getctcctta ceagatatet atatatttgt 563 
atatattcag tttcaccaae aatgeatcaa gtaetttttt ttttaagtaa agaaccgeag 623 
teategaact ggagccccat tgattecctc cecetcgcet ccccaaatct ggeaectgcc 683 
caaggtatec teagaaecat ttggggtgtc etttggcatt ggataataga aataaaattt 743 
tacctctttc tacaaaaaaa aaaaaac 770 



<210> 121 
<211> 1213 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 58. .1095 



<220> 

<221> sig_peptide 
<222> 58. .114 
<223> Von Heijne matrix 
score 5.4 

seq LSHLLPSLRQVIQ/EP 



<220> 

<221> polyA_site 
<222> 1202. .1213 



<400> 121 

cctggctttg cctttgccct gctgtgtgat cttagctccc tgcccaggcc cacagcc 57 
atg gcc atg gcc cag aaa etc age cac etc etg ccg agt ctg egg eag 105 
Met Ala Met Ala Gin Lys Leu Ser His Leu Leu Pro Ser Leu Arg Gin 

-15 -10 -5 

gte ate cag gag cet eag eta tet ctg eag cea gag cet gte ttc aeg 153 
Val lie Gin Glu Pro Gin Leu Ser Leu Gin Pro Glu Pro Val Phe Thr 

15 10 
gtg gat ega get gag gtg ccg ccg etc ttc tgg aag ccg tac ate tat 2 01 

Val Asp Arg Ala Glu Val Pro Pro Leu Phe Trp Lys Pro Tyr lie Tyr 

15 20 25 

gcg ggc tac egg ccg ctg cat cag ace tgg egc ttc tat ttc ege aeg 24 9 

Ala Gly Tyr Arg Pro Leu His Gin Thr Trp Arg Phe Tyr Phe Arg Thr 
30 35 40 45 

Ctg ttc cag cag cac aac gag gee gtg aat gte tgg ace cac ctg ctg 297 
Leu Phe Gin Gin His Asn Glu Ala Val Asn Val Trp Thr His Leu Leu 

50 55 60 

gcg gee ctg gta etg ctg etg egg etg gee etc ttt gtg gag ace gtg 345 
Ala Ala Leu Val Leu Leu Leu Arg Leu Ala Leu Phe Val Glu Thr Val 

65 70 75 

gae ttc tgg gga gac eca cac gee ctg cec etc ttc ate att gte ett 3 93 

Asp Phe Trp Gly Asp Pro His Ala Leu Pro Leu Phe lie lie Val Leu 

80 85 90 

gee tet ttc aec tac etc tec etc agt gee ttg get cac etc ctg cag 441 
Ala Ser Phe Thr Tyr Leu Ser Leu Ser Ala Leu Ala His Leu Leu Gin 

95 100 105 

gee aag tet gag ttc tgg eat tac age ttc ttc ttc ctg gae tat gtg 489 
Ala Lys Ser Glu Phe Trp His Tyr Ser Phe Phe Phe Leu Asp Tyr Val 
110 115 120 125 

ggg gtg gee gtg tac cag ttt gge agt gcc ttg gea cac ttc tac tat 537 
Gly Val Ala Val Tyr Gin Phe Gly Ser Ala Leu Ala His Phe Tyr Tyr 

130 135 140 

get ate gag cec gcc tgg cat gee cag gtg cag get gtt ttt etg cec 585 
Ala lie Glu Pro Ala Trp His Ala Gin Val Gin Ala Val Phe Leu Pro 

145 150 155 

^tg get gee ttt etc gcc tgg ett tec tgc att ggc tec tge tat aac 633 
Met Ala Ala Phe Leu Ala Trp Leu Ser Cys lie Gly Ser Cys Tyr Asn 

160 165 170 

aag tac ate cag aaa cea gge etg ctg ggc egc aca tgc cag gag gtg 681 
Lys Tyr lie Gin Lys Pro Gly Leu Leu Gly Arg Thr Cys Gin Glu Val 
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175 180 185 

ccc tec gtc ctg gcc tac gca ctg gac att agt cct gtg gtg cat cgt 72 9 

Pro Ser Val Leu Ala Tyr Ala Leu Asp lie Ser Pro Val Val His Arg 
190 195 200 205 

ate ttc gtg tec tec gac ccc ace aeg gat gat cca get ett etc tac 777 
lie Phe Val Ser Ser Asp Pro Thr Thr Asp Asp Pro Ala Leu Leu Tyr 

210 215 220 

cac aag tgc cag gtg gtc ttc ttt ctg ctg get get gee ttc ttc tet 825 
His Lys Cys Gin Val Val Phe Phe Leu Leu Ala Ala Ala Phe Phe Ser 

225 230 235 

acc ttc atg ccc gag ege tgg ttc cct ggc age tgc cat gtc ttc ggg 8 73 

Thr Phe Met Pro Glu Arg Trp Phe Pro Gly Ser Cys His Val Phe Gly 

240 245 250 

cag ggc cac caa ctt ttc cat ate ttc ttg gtg ctg tgc acg ctg get 921 
Gin Gly His Gin Leu Phe His lie Phe Leu Val Leu Cys Thr Leu Ala 

255 260 265 

cag ctg gag get gtg gca ctg gac tat gag gcc ega egg ccc ate tat 96 9 

Gin Leu Glu Ala Val Ala Leu Asp Tyr Glu Ala Arg Arg Pro lie Tyr 
270 275 280 285 

gag cct ctg cac acg cac tgg cct cac aac ttt tet ggc etc ttc ctg 1017 
Glu Pro Leu His Thr His Trp Pro His Asn Phe Ser Gly Leu Phe Leu 

290 295 300 

etc acg gtg ggc age age ate etc act gca ttc etc ctg age cag ctg 1065 
Leu Thr Val Gly Ser Ser lie Leu Thr Ala Phe Leu Leu Ser Gin Leu 

305 310 315 

gta cag ege aaa ctt gat cag aag ace aag tgaaggggga tggcatctgg 1115 
Val Gin Arg Lys Leu Asp Gin Lys Thr Lys 

320 325 
tagggaggga ggtatagttg ggggacaggg gtetgggttt ggctecaagt gggaacaagg 1175 
cctggtaaag ttgtttgtgt ctggeeaaaa aaaaaaaa 1213 

<210> 122 

<211> 1318 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .660 

<220> 

<221> sigjeptide 
<222> 31. .90 
<223> Von Heijne matrix 
score 5.4 

seq AFVIACVLSLIST/IY 

<220> 

<221> polyA_signal 
<222> 1288. .1293 

<220> 

<221> polyA_site 
<222> 1307 . . 1318 

<400> 122 

ggaggatggg egageagtct gaatgeeaga atg gat aac cgt ttt get aca gca 54 
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Met Asp Asn Arg Phe Ala Thr Ala 
-20 -15 
ttt gta att get tgt gtg ctt age etc att tec ace ate tac atg gea 102 
Phe Val lie Ala Cys Val Leu Ser Leu lie Ser Thr lie Tyr Met Ala 

-10 -5 1 

get tec att gge aca gae tte tgg tat gag tat ega agt cea gtt caa 150 
Ala Ser lie Gly Thr Asp Phe Trp Tyr Glu Tyr Arg Ser Pro Val Gin 
5 10 15 20 

gaa aat tec agt gat ttg aat aaa age ate tgg gat gaa tte att agt 198 
Glu Asn Ser Ser Asp Leu Asn Lys Ser lie Trp Asp Glu Phe lie Ser 

25 30 35 

gat gag gea gat gaa aag act tat aat gat gea ett ttt cga tac aat 246 
Asp Glu Ala Asp Glu Lys Thr Tyr Asn Asp Ala Leu Phe Arg Tyr Asn 

40 45 50 

gge aca gtg gga ttg tgg aga egg tgt ate ace ata cec aaa aac atg 2 94 

Gly Thr Val Gly Leu Trp Arg Arg Cys lie Thr lie Pro Lys Asn Met 

55 60 65 

eat tgg tat age cea cea gaa agg aca gag tea ttt gat gtg gte aca 342 
His Trp Tyr Ser Pro Pro Glu Arg Thr Glu Ser Phe Asp Val Val Thr 

70 75 80 

aaa tgt gtg agt tte aca eta act gag eag tte atg gag aaa ttt gtt 3 90 

Lys Cys Val Ser Phe Thr Leu Thr Glu Gin Phe Met Glu Lys Phe Val 
85 90 95 100 

gat cec gga aac eac aat age ggg att gat etc ctt agg ace tat ctt 43 8 

Asp Pro Gly Asn His Asn Ser Gly lie Asp Leu Leu Arg Thr Tyr Leu 

105 110 115 

tgg cgt tgc eag tte ctt tta cet ttt gtg agt tta ggt ttg atg tge 486 
Trp Arg Cys Gin Phe Leu Leu Pro Phe Val Ser Leu Gly Leu Met Cys 

120 125 130 

ttt ggg get ttg ate gga ctt tgt get tgc att tgc ega age tta tat 534 
Phe Gly Ala Leu lie Gly Leu Cys Ala Cys lie Cys Arg Ser Leu Tyr 

135 140 145 

cec ace att gee aeg gge att etc cat etc ett gea gtg aca aag gag 582 
Pro Thr lie Ala Thr Gly lie Leu His Leu Leu Ala Val Thr Lys Glu 

150 155 160 

age atg ett cea get gga get gag tee aag eac aca gee act cct gea 630 
Ser Met Leu Pro Ala Gly Ala Glu Ser Lys His Thr Ala Thr Pro Ala 
165 170 175 180 

eac gea tgc gtg caa aca ggg aag cec aag taggagaaga ggaaagaggt 680 
His Ala Cys Val Gin Thr Gly Lys Pro Lys 
185 190 
tgtagggatt tgggaagaac cttgattatt ccctggagga aaagacaaat etacttcect 740 
gaaateacee tegaatctac tteeaeeetc agaacttaaa atgaactgea tecttttttt 800 
catcttcttt tettctccag tgaatatgat etecaaaeec ttattttttc tttgaaetgt 860 
aaaatttcea eteatggacg atgcaaccaa cagatgeaat etetgagaag atgaaaattg 92 0 
ggacetetta ttataaaatt gaectagctg gaetcaggaa aceagggaag aagteaatgc 980 
aggcatttaa aatgtaaagt tttttetggt taaatctatt tatttttett gtaggttgag 104 0 
tatttcttee eagtttttct gctetggtgt ataacaaaea ggtcaaaatt tcceatcttt 1100 
cetcctgata gtagttgaat ectacettgc atacttaatg catagtgaaa tggcatetag 1160 
cagaaataea cacceccaaa acacaccace atttcattag gtgcccaaaa aattetgtat 122 0 
ttagettatt tatttattgt tatttttget ttttcttaac ceactatata ttgaetgeaa 1280 
aegaattaat aaattatcce ttetggaaaa aaaaaaaa 1318 



<210> 123 

<211> 853 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 31. .582 



<220> 

<221> sig_j)eptide 
<222> 31. .90 
<223> Von Heijne matrix 
score 5.4 

seq AFVIACVLSLIST/IY 



<220> 

<221> polyA_signal 
<222> 816. .821 



<220> 

<221> polyA_site 
<222> 840. .853 



<400> 123 

ggaggatggg cgagcagtct gaatgccaga atg gat aac cgt ttt get aca gca 54 

Met Asp Asn Arg Phe Ala Thr Ala 
-20 -15 
ttt gta att get tgt gtg ctt age ete att tec acc ate tae atg gca 102 
Phe Val lie Ala Cys Val Leu Ser Leu lie Ser Thr lie Tyr Met Ala 

-10 -5 1 

gee tee att gge aca gae ttc tgg tat gaa tat ega agt cea gtt caa 150 
Ala Ser lie Gly Thr Asp Phe Trp Tyr Glu Tyr Arg Ser Pro Val Gin 
5 10 15 20 

gaa aat tec agt gat ttg aat aaa age ate tgg gat gaa ttc att agt 198 
Glu Asn Ser Ser Asp Leu Asn Lys Ser lie Trp Asp Glu Phe lie Ser 

25 30 35 

gat gaa gca gat gaa aag act tat aat gat gca ect ttt ega tae aat 246 
Asp Glu Ala Asp Glu Lys Thr Tyr Asn Asp Ala Pro Phe Arg Tyr Asn 

40 45 50 

gge aca gtg gga ttg tgg aga egg tgt ate acc ata cee aaa aac atg 2 94 

Gly Thr Val Gly Leu Trp Arg Arg Cys lie Thr lie Pro Lys Asn Met 

55 60 65 

cat tgg tat age eea cea gaa agg aea gag tea ttt gat gtg gtc aca 342 
His Trp Tyr Ser Pro Pro Glu Arg Thr Glu Ser Phe Asp Val Val Thr 

70 75 80 

aaa tgt gtg agt ttc aca eta act gag cag ttc atg gag aaa ttt gtt 3 90 

Lys Cys Val Ser Phe Thr Leu Thr Glu Gin Phe Met Glu Lys Phe Val 
85 90 95 100 

gat cee gga aac eac aat age ggg att gat etc ctt agg ace tat ctt 438 
Asp Pro Gly Asn His Asn Ser Gly lie Asp Leu Leu Arg Thr Tyr Leu 

105 110 115 

tgg cgt tgc cag ttc ctt tta ect ttt gtg agt tta ggt ttg atg tgc 486 
Trp Arg Cys Gin Phe Leu Leu Pro Phe Val Ser Leu Gly Leu Met Cys 

120 125 130 

ttt ggg get ttg ate gga ctt tgt get tgc att tgc ega age tta tat 534 
Phe Gly Ala Leu lie Gly Leu Cys Ala Cys lie Cys Arg Ser Leu Tyr 

135 140 145 

cee acc att gee acg gge att ete cat etc ctt gca gat ace atg etg 582 
Pro Thr lie Ala Thr Gly lie Leu His Leu Leu Ala Asp Thr Met Leu 
150 155 160 
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tgaagtccag gccacatgga ggtgtcctgt gtagatgctc cagctgaaat cccaagctaa 642 

gctcccaact gacagccaac atcatttcca gccatgtgtg ggagccatcc tggatgtcca 702 

gccttaacaa gccttcagag gacttcagcc acagctatta tcttactaca tccttgtgag 762 

actctaataa agaaccaact agctgagccc aatcaaccta tggaactgat agaaataaaa 822 

tgaattgttg ttttgcgaaa aaaaaaaaaa a 853 

<210> 124 
<211> 826 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 15. .695 



<220> 

<221> sig__peptide 
<222> 15. . 80 
<223> Von Heijne matrix 
score 8 . 5 

seq AALLLGLMMWTG/DE 



<220> 

<221> polyA_signal 
<222> 795. .800 



<220> 

<221> polyA_site 
<222> 814. .826 



<400> 124 

aaccagaggt gccc atg ggt 
Met Gly 

tta ctg ggt etc atg atg 
Leu Leu Gly Leu Met Met 
-10 -5 
ccg tgt gcc cat gag gcc 
Pro Cys Ala His Glu Ala 
10 

ggc ctt gaa gtt ttc tac 
Gly Leu Glu Val Phe Tyr 
25 

gtt cct gat tgt aac aac 
Val Pro Asp Cys Asn Asn 
40 

ccg ata gtc aag ttc ccg 
Pro lie Val Lys Phe Pro 
55 60 
gtg atg gtg gat cca gat 
Val Met Val Asp Pro Asp 
75 

ttc tgg aga cat tgg ctg 
Phe Trp Arg His Trp Leu 
90 

aaa ggg aag att cag ggc 
Lys Gly Lys lie Gin Gly 



tgg aca atg agg ctg gtc 
Trp Thr Met Arg Leu Val 
-20 -15 
gtg gtc act gga gac gag 
Val Val Thr Gly Asp Glu 
1 

etc ctg gac gag gac acc 
Leu Leu Asp Glu Asp Thr 
15 

cca gag ttg ggg aac att 
Pro Glu Leu Gly Asn lie 
30 

tac aga cag aag ate acc 
Tyr Arg Gin Lys lie Thr 
45 50 
ggg gcc gtg gac ggc gca 
Gly Ala Val Asp Gly Ala 
65 

gcc cct age aga gca gaa 
Ala Pro Ser Arg Ala Glu 
80 

gta aca gat ate aag ggc 
Val Thr Asp lie Lys Gly 
95 

cag gag tta tea gee tac 
Gin Glu Leu Ser Ala Tyr 



aca gca gca ctg 50 
Thr Ala Ala Leu 

gat gag aac age 98 
Asp Glu Asn Ser 
5 

etc ttt tge cag 146 
Leu Phe Cys Gin 
20 

ggc tge aag gtt 194 

Gly Cys Lys Val 

35 

tec tgg atg gag 242 
Ser Trp Met Glu 

acc tat ate ctg 290 
Thr Tyr lie Leu 
70 

cec aga cag aga 338 
Pro Arg Gin Arg 
85 

gcc gac ctg aag 3 86 

Ala Asp Leu Lys 
100 

cag get cec tec 434 
Gin Ala Pro Ser 



110 



105 110 115 

cca ccg gca cac agt ggc ttc cat cgc tac cag ttc ttt gtc tat ctt 482 
Pro Pro Ala His Ser Gly Phe His Arg Tyr Gin Phe Phe Val Tyr Leu 

120 125 130 

cag gaa gga aag gtc ate tct etc ctt ccc aag gaa aac aaa act cga 530 
Gin Glu Gly Lys Val lie Ser Leu Leu Pro Lys Glu Asn Lys Thr Arg 
135 140 145 150 

ggc tct tgg aaa atg gac aga ttt ctg aac cgt ttc cac ctg ggc gaa 578 
Gly Ser Trp Lys Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu 

155 160 165 

cct gaa gca age ace cag ttc atg ace cag aac tac cag gac tea cca 626 
Pro Glu Ala Ser Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro 

170 175 180 

aec etc cag get ccc aga gaa agg gee age gag ccc aag cac aaa aac 674 
Thr Leu Gin Ala Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn 

185 190 195 

cag gcg gag ata get gee tgc tagatagceg getttgecat ccgggcatgt 72 5 

Gin Ala Glu He Ala Ala Cys 

200 205 
ggccacaetg eccaccaceg aegatgtggg tatggaaccc cetetggata cagaacccet 785 
tctttteeaa ataaaaaaaa aateatccaa aaaaaaaaaa a 826 



<210> 125 

<211> 571 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 74 . .295 



<220> 

<221> sig_peptide 
<222> 74. .196 
<223> Von Heijne matrix 
score 5 . 4 

seq RLLYIGFLGYCSG/LI 



<220> 

<221> polyA_signal 
<222> 545. .550 



<220> 

<221> polyA_site 
<222> 561. .571 



<400> 125 

egggtagtgg tegtcgtggt ttteettgta gttegtggte tgagaeeagg ccteaagtgg 6 0 

aaaeggegte ace atg ate gca egg egg aac cca gta ccc tta egg ttt 109 
Met He Ala Arg Arg Asn Pro Val Pro Leu Arg Phe 
-40 -35 -30 

ctg eeg gat gag gee egg age ctg ccc ccg ccc aag ctg ace gac ccg 157 
Leu Pro Asp Glu Ala Arg Ser Leu Pro Pro Pro Lys Leu Thr Asp Pro 

-25 -20 -15 

egg etc etc tac ate ggc ttc ttg ggc tac tgc tec ggc ctg att gat 205 
Arg Leu Leu Tyr He Gly Phe Leu Gly Tyr Cys Ser Gly Leu He Asp 
-10 -5 1 
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aac ctg ate egg egg agg eeg ate geg aeg get ggt ttg eat cgc eag 253 
Asn Leu lie Arg Arg Arg Pro lie Ala Thr Ala Gly Leu His Arg Gin 

5 10 15 

ctt eta tat att aeg gee ttt ttt ttg etg gat att ate ttg 295 
Leu Leu Tyr lie Thr Ala Phe Phe Leu Leu Asp lie lie Leu 
20 25 30 

taaaaegtga agaetaectg tatgetgtga gggaccgtga aatgtttgga tatatgaaat 3 55 

taeateeaga ggattttcct gaagaagata agaaaacata tggtgaaatt tttgaaaaat 415 

teeateeaat aegttgaagt ettcaaaatg ettgeteeag ttteaetgat acctgctgtt 475 

eetgaatttg atggaacatg tttettatga eagttgaage ttatgetaat ctgtatgttg 535 

aeaeettgta attaaaatae gtaeeaaaaa aaaaaa 571 



<210> 126 

<211> 659 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 440. .658 



<220> 

<221> polyA_signal 
<222> 601. .606 



<400> 126 

egeettacga gctgggaggt ggtgeetete aeeeagetaa ttgeteteta geeettggee 60 

ttcacaggtg ttggtgeetg eegtgaaege attctgacct gggecgtate tgtctcccaa 120 

gaetttgtgc ctatggttgg ggaeagagtg aggtegttge ettgaegaeg aeageatgeg 180 

gcccgtggte ctcetaagtg tgagettgcg gcggaccgag gceeaeetge etceetgcct 240 

gettcgeeea ggaetegtga etgcgtccgc agaagaaatc acaacagcgc tggaattgct 3 00 

agtttgetag geageatett ttggaectgc gaaccatatg cattteaeet caaatctgtt 360 

teeaagttga aaaeetttgg gtctttctat gcgaaeggat tgaagaaacg caaaaagttt 42 0 

etacggactt taaattaaa atg gaa aaa tat gaa aae etg ggt ttg gtt gga 4 72 

Met Glu Lys Tyr Glu Asn Leu Gly Leu Val Gly 
15 10 



gaa ggg agt tat gga atg 
Glu Gly Ser Tyr Gly Met 
15 

aga att gtg gee ata aag 
Arg He Val Ala He Lys 
30 

gtt aaa aag att gea atg 
Val Lys Lys He Ala Met 
45 

eat gaa aae ttg gtg aat 
His Glu Asn Leu Val Asn 
60 65 



gtg atg aag tgt agg aat 
Val Met Lys Cys Arg Asn 
20 

aag ttc tta gaa agt gac 
Lys Phe Leu Glu Ser Asp 
35 

ega gaa gtc aag tta eta 
Arg Glu Val Lys Leu Leu 
50 55 
ete ttg gaa gtg tgt aaa 
Leu Leu Glu Val Cys Lys 
70 



aaa gat act gga 520 
Lys Asp Thr Gly 
25 

gat gae aaa atg 568 

Asp Asp Lys Met 

40 

aag eaa ett agg 616 
Lys Gin Leu Arg 

aaa aaa a 659 
Lys Lys 



<210> 127 

<211> 301 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 38. .283 
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<220> 

<221> sig_peptide 
<222> 38. .85 
<223> Von Heijne matrix 
score 4 . 1 

seq LLPATSLAGPVLS/TL 



<220> 

<221> polyA_signal 
<222> 257. .262 



<400> 127 

cacctgaatc ccaggaaccc tcaatgaggt cttcaag atg aag aga ctg ctg cca 55 

Met Lys Arg Leu Leu Pro 
-15 

get acc age ctg get gge cct gte ctg tec ace etc att gee cca act 103 

Ala Thr Ser Leu Ala Gly Pro Val Leu Ser Thr Leu lie Ala Pro Thr 

-10 -5 15 

ccc atg ttg ttt tgt gaa gat aaa age tgg gat ctt ttt ett ttt ttt 151 

Pro Met Leu Phe Cys Glu Asp Lys Ser Trp Asp Leu Phe Leu Phe Phe 

10 15 20 

aag tct cac aag aca tgg gge ate tec aca aat tta agt tec tgt cca 199 
Lys Ser His Lys Thr Trp Gly lie Ser Thr Asn Leu Ser Ser Cys Pro 

25 30 35 

ttt gga aat ttg ttt eta tgt gta cag ttt gtc aga gaa aaa caa agt 247 
Phe Gly Asn Leu Phe Leu Cys Val Gin Phe Val Arg Glu Lys Gin Ser 

40 45 50 

ttt tgt atg aat aca gaa tgt gat tta ege aag aat tgacaaaaaa 2 93 

Phe Cys Met Asn Thr Glu Cys Asp Leu Arg Lys Asn 
55 60 65 

aaaaaaaa 301 



<210> 128 

<211> 477 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 121. .477 



<220> 

<221> sig_peptide 
<222> 121. .288 
<223> Von Heijne matrix 
score 3 . 5 

seq SSCADSFVSSSSS/QP 



<400> 128 

ccteggagca ggeggagtaa agggaettga gegagceagt tgceggatta ttctatttec 60 
ectecctcte tcccgccccg tatctctttt cacccttetc ccaeectege tegegtagcc 120 
atg geg gag ccg teg gcg gee act cag tec cat tec ate tee teg teg 168 
Met Ala Glu Pro Ser Ala Ala Thr Gin Ser His Ser lie Ser Ser Ser 

-55 -50 -45 

tec ttc gga gee gag ccg tee gcg ccc gge gge gge ggg age cca gga 216 
Ser Phe Gly Ala Glu Pro Ser Ala Pro Gly Gly Gly Gly Ser Pro Gly 
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-40 -35 -30 -25 

gcc tgc ccc gcc ctg ggg acg aag age tgc age tec tec tgt gcg gat 264 

Ala Cys Pro Ala Leu Gly Thr Lys Ser Cys Ser Ser Ser Cys Ala Asp 

-20 -15 -10 

tee ttt gtt tct tee tet tec tet eag ect gta tct eta ttt teg ace 312 
Ser Phe Val Ser Ser Ser Ser Ser Gin Pro Val Ser Leu Phe Ser Thr 

-5 15 
tea caa gag gga ttg age tet ctt tge tet gat gag eea tet tea gaa 360 
Ser Gin Glu Gly Leu Ser Ser Leu Cys Ser Asp Glu Pro Ser Ser Glu 

10 15 20 

att atg aet tet tee ttt ctt tea tet tet gaa ata cat aac act gge 408 
lie Met Thr Ser Ser Phe Leu Ser Ser Ser Glu lie His Asn Thr Gly 
25 30 35 40 

ctt aea ata eta cat gga gaa aaa age cat gtg tta ggg age eag eet 456 
Leu Thr lie Leu His Gly Glu Lys Ser His Val Leu Gly Ser Gin Pro 

45 50 55 

att tta gcc aaa aaa aaa aaa 477 
lie Leu Ala Lys Lys Lys Lys 
60 

<210> 129 
<211> 323 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2. .163 

<220> 

<22l> polyA_signal 
<222> 292. .297 

<220> 

<221> polyA_site 
<222> 310. .323 

<400> 129 

a get tte gtg tgg gag eea get atg gtg egg ate aat gcg ctg aca gca 49 
Ala Phe Val Trp Glu Pro Ala Met Val Arg lie Asn Ala Leu Thr Ala 
15 10 15 

gcc tct gag get gcg tge ctg ate gtg tet gta gat gaa ace ate aag 97 
Ala Ser Glu Ala Ala Cys Leu lie Val Ser Val Asp Glu Thr lie Lys 

20 25 30 

aac eee ege teg act gtg gat get ccc aca gca gca gge egg gge egt 145 
Asn Pro Arg Ser Thr Val Asp Ala Pro Thr Ala Ala Gly Arg Gly Arg 

35 40 45 

ggt egt gge ege eee eac tgagaggeae eeeaeeeate aeatggctgg 193 
Gly Arg Gly Arg Pro His 
50 

etggctgctg ggtgcactta cccteettgg cttggttaet teattttaca aggaaggggt 253 
agtaattggc ecactetctt ettaetggag getatttaaa taaaatgtaa gaetteaaaa 313 
aaaaaaaaaa 323 

<210> 130 
<211> 1392 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46. .675 



<220> 

<221> sig__peptide 
<222> 46. .87 
<223> Von Heijne matrix 
score 5.3 

seq LTLLGLSFILAGL/IV 

<220> 

<221> polyA_signal 
<222> 1364 . .1369 



<220> 

<221> polyA_site 
<222> 1383 . .1392 



<400> 130 

ctccgagttg ccacccagga aaaagagggc tcctctggga gatgt atg ctt act etc 57 

Met Leu Thr Leu 

tta ggc ctt tea ttc ate ttg gca gga ctt att gtt ggt gga gee tge 105 

Leu Gly Leu Ser Phe lie Leu Ala Gly Leu lie Val Gly Gly Ala Cys 

-10 -5 15 

att tac aag tac ttc atg cec aag age acc att tae cgt gga gag atg 153 

lie Tyr Lys Tyr Phe Met Pro Lys Ser Thr lie Tyr Arg Gly Glu Met 

10 15 20 

tge ttt ttt gat tct gag gat cct gca aat tec ctt cgt gga gga gag 2 01 

Cys Phe Phe Asp Ser Glu Asp Pro Ala Asn Ser Leu Arg Gly Gly Glu 

25 30 35 

cct aac ttc ctg cct gtg act gag gag get gae att cgt gag gat gae 24 9 

Pro Asn Phe Leu Pro Val Thr Glu Glu Ala Asp lie Arg Glu Asp Asp 

40 45 50 

aac att gca ate att gat gtg cct gte eee agt ttc tct gat agt gae 297 
Asn lie Ala lie lie Asp Val Pro Val Pro Ser Phe Ser Asp Ser Asp 
55 60 65 70 

cct gca gca att att eat gae ttt gaa aag gga atg act get tac ctg 345 
Pro Ala Ala lie lie His Asp Phe Glu Lys Gly Met Thr Ala Tyr Leu 

75 80 85 

gae ttg ttg ctg ggg ate tge tat ctg atg cec etc aat act tct att 393 
Asp Leu Leu Leu Gly lie Cys Tyr Leu Met Pro Leu Asn Thr Ser lie 

90 95 100 

gtt atg cct eca aaa aat ctg gta gag etc ttt gge aaa ctg gcg agt 441 
Val Met Pro Pro Lys Asn Leu Val Glu Leu Phe Gly Lys Leu Ala Ser 

105 110 115 

ggc aga tat ctg cct eaa act tat gtg gtt ega gaa gae eta gtt get 48 9 

Gly Arg Tyr Leu Pro Gin Thr Tyr Val Val Arg Glu Asp Leu Val Ala 

120 125 130 

gtg gag gaa att cgt gat gtt agt aac ctt ggc ate ttt att tae eaa 537 
Val Glu Glu lie Arg Asp Val Ser Asn Leu Gly lie Phe lie Tyr Gin 
135 140 145 150 

Ctt tge aat aac aga aag tec ttc cgc ctt cgt cgc aga gae etc ttg 585 
Leu Cys Asn Asn Arg Lys Ser Phe Arg Leu Arg Arg Arg Asp Leu Leu 
155 160 165 
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ctg ggt ttc aac aaa cgt gcc att gat aaa tgc tgg aag att aga cac 633 
Leu Gly Phe Asn Lys Arg Ala lie Asp Lys Cys Trp Lys lie Arg His 

170 175 180 

ttc ccc aac gaa ttt att gtt gag acc aag ate tgt caa gag 675 
Phe Pro Asn Glu Phe lie Val Glu Thr Lys lie Cys Gin Glu 

185 190 195 

taagaggcaa cagatagagt gtccttggta ataagaagtc agagatttac aatatgactt 735 
taacattaag gtttatggga tactcaagat atttactcat gcatttactc tattgcttat 795 
gctttaaaaa aaggaaaaaa aaaaaactac taaccactgc aagctcttgt caaattttag 855 
tttaattggc attgcttgtt ttttgaaact gaaattacat gagtttcatt ttttctttgc 915 
atttataggg tttagatttc tgaaagcagc atgaatatat cacctaacat cctgacaata 975 

aattccatcc gttgtttttt ttgtttgttt gttttttctt ttcctttaag taagctcttt 1035 

attcatctta tggtggagca attttaaaat ttgaaatatt ttaaattgtt tttgaacttt 1095 

ttgtgtaaaa tatatcagat ctcaacattg ttggtttctt ttgtttttca ttttgtacaa 1155 

ctttcttgaa tttagaaatt acatctttgc agttctgtta ggtgctctgt aattaacctg 1215 

acttatatgt gaacaatttt catgagacag tcatttttaa ctaatgcagt gattctttct 1275 

cactactatc tgtattgtgg aatgcacaaa attgtgtagg tgctgaatgc tgtaaggagt 1335 

ttaggttgta tgaattctac aaccctataa taaattttac tctatacaaa aaaaaaa 13 92 



<210> 131 

<211> 999 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 62 . .385 



<220> 

<221> polyA_signal 
<222> 974. .979 



<220> 

<221> polyA_site 
<222> 987. .999 



<400> 131 

cctgaatgac ttgaatgttt ccccgcctga gctaacagtc catgtgggtg attcagctct 60 
g atg gga tgt gtt ttc cag age aca gaa gac aaa tgt ata ttc aag ata 109 
Met Gly Cys Val Phe Gin Ser Thr Glu Asp Lys Cys lie Phe Lys lie 
15 10 15 

gac tgg act ctg tea cca gga gag cae gee aag gac gaa tat gtg eta 157 
Asp Trp Thr Leu Ser Pro Gly Glu His Ala Lys Asp Glu Tyr Val Leu 

20 25 30 

tac tat tae tec aat etc agt gtg cet att ggg cgc ttc cag aac cge 205 
Tyr Tyr Tyr Ser Asn Leu Ser Val Pro lie Gly Arg Phe Gin Asn Arg 

35 40 45 

gta cae ttg atg ggg gac ate tta tgc aat gat ggc tct etc ctg etc 2 53 

Val His Leu Met Gly Asp lie Leu Cys Asn Asp Gly Ser Leu Leu Leu 

50 55 60 

caa gat gtg caa gag get gac cag gga ace tat ate tgt gaa ate cgc 3 01 

Gin Asp Val Gin Glu Ala Asp Gin Gly Thr Tyr lie Cys Glu lie Arg 
65 70 75 80 

etc aaa ggg gag age cag gtg ttc aag aag gcg gtg gta ctg cat gtg 34 9 

Leu Lys Gly Glu Ser Gin Val Phe Lys Lys Ala Val Val Leu His Val 

85 90 95 

ctt cca gag gag cce aaa ggt aeg caa atg ett act taaagagggg 3 95 
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Leu Pro Glu Glu Pro Lys Gly Thr Gin Met Leu Thr 

100 105 

ccaaggggca agagctttca tgtgcaagag gcaaggaaac tgattatctt gagtaaatgc 455 

cagcctttgg gctaagtact taccacagag tgaatcttca aaaaatgatc ataattattt 515 

cagtcaataa aaatagagtt attttattaa ataaaatatt gataattatt gtattattac 575 

tttaaacaca cttccccctc acaaaagccc tgtgaaggat gttttgttca catatatgtc 63 5 

caaatatgtt ttggacacat atttattaaa tggaataaat agtacttgaa ccctggcacc 6 95 

tctgacaaca aagtccatgt tctttttact atgccctaat acctttcatc agttatccac 755 

attgatgcta catctgtatt ttataggtac cctatgttag gtgttctggg ggatagaaaa 815 

gaaataagca ggccaggctc agtggctcat gcctgtaatc ctagcatttt gggaggctga 875 

ggcagcagaa ctgcctgagc cccagggttc aagactgcag tgagctatga tggcaccact 935 

gcattctagc ctgggtgaca gagcaagact ctgtctaaaa taaaaaaaga gaaaaaaaaa 995 

aaaa 999 



<210> 132 

<211> 725 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 422. .550 



<220> 

< 2 2 1 > s ig_pept ide 
<222> 422 . .475 
<223> Von Heijne matrix 
score 4 . 5 

seq LRWLMPVIPALWG/AE 



<220> 

<221> polyA_site 
<222> 714. .725 



<400> 132 

tctgcgaggg tgggagagaa aattaggggg agaaaggaca gagagagcaa ctaccatcca 60 

tagccagata ggtgagtaaa tatatttgca gtaacctatt tgctattcct tgctgcaact 12 0 

gtgtttaatg ttccttccag aatcagagag agtattgcca tccaagaaat cgtttttaga 180 

tatgacattt gagctatcat cttgagacca atacctaaaa caatttcagt ttaagaaatg 24 0 

tctaggtatg gtgaaaacac agtttaaaac cagcaaaaca gaatttattg ccctcagcga 3 00 

atacccacaa tgtacatata ccttgtattt ctgaaagcaa agcaagcatg ccaagtagtt 36 0 

tttatttacc tgtacctata atacagcaag gtgaaacagg atatattttt gaagtttaaa 420 

a atg tot tea ggc egg ctg egg tgg etc atg ect gta ate eea gca ett 469 
Met Ser Ser Gly Arg Leu Arg Trp Leu Met Pro Val lie Pro Ala Leu 
-15 -10 -5 

tgg gga gee gag aag ggt gaa tea eet gag gte age agt ttt gag aee 517 
Trp Gly Ala Glu Lys Gly Glu Ser Pro Glu Val Ser Ser Phe Glu Thr 

15 10 

agg ctg gee aae atg geg aaa ecc tgt etc tac tgaaaataea aaaattaget 570 
Arg Leu Ala Asn Met Ala Lys Pro Cys Leu Tyr 
15 20 25 

gggtgtggtg gegggcgcet gtagtceeag etaettggga gaetgaggea ggagaattgc 630 

ttgaaeaegg aaggeggaag ttgcagtaag etgagategt geeaccgeae aceagettgg 690 

geaacagagt gagactecet etcaaaaaaa aaaaa 725 

<210> 133 
<211> 400 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 124. .231 



<220> 

<221> polyA_site 
<222> 387. .400 



<400> 133 

ctcgcctctc ctggcttctg gtatgcacca gcaattcctg gcgttccttg gctcctagaa 60 
gcatcactcc tatcacatgg tcatcttcac cctgtgtgtc ttcacactac cctttctctg 120 
tgc atg tct gcc cga ate cct ttt tat aag gac acc agt cag att aga 168 
Met Ser Ala Arg lie Pro Phe Tyr Lys Asp Thr Ser Gin lie Arg 
15 10 15 

tta ggg tct acc ata ata cct cat ttt aac tta ate ace ttt gta aag 216 
Leu Gly Ser Thr lie lie Pro His Phe Asn Leu lie Thr Phe Val Lys 

20 25 30 

ace ttt ttc caa ata tagteaetet ctgaggtact gatggttagg atetcaacat 271 
Thr Phe Phe Gin lie 
35 

accttttttg ggaggacaca attgaaccca taacagggtg tttgcaagga agagttaaaa 331 
tttgaaagaa aggtggtatt tgcttagata gatagggeae agetttetag gtgaeaaaaa 391 
aaaaaaaaa 400 



<210> 134 

<211> 1053 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 131. .1051 



<220> 

<221> sig_peptide 
<222> 131. .169 
<223> Von Heijne matrix 
score 4 . 2 

seq MLAVSLTVPLLGA/MM 



<220> 

<221> polyA_signal 
<222> 1019. .1024 



<400> 134 

gagegaggeg gaegggctgc gacagcgccg geceetgcgg cegcaggtcg teacagacga 60 
tgatggccag gecccggagg etaaggacgg cagctccttt ageggcagag ttttccgagt 120 
gaecttcttg atg ctg get gtt tct etc acc gtt cec ctg ett gga gee 169 
Met Leu Ala Val Ser Leu Thr Val Pro Leu Leu Gly Ala 
-10 -5 
atg atg ctg ctg gaa tct ect ata gat cca cag eet etc age ttc aaa 217 
Met Met Leu Leu Glu Ser Pro lie Asp Pro Gin Pro Leu Ser Phe Lys 
15 10 15 

gaa cec eeg etc ttg ett ggt gtt ctg cat cca aat acg aag ctg cga 265 
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Glu 


Pro 


Pro 


Leu Leu Leu Gly Val 


Leu 


His 


Pro 


Asn 


Thr 


Lys 


Leu 


Arg 










20 










25 










30 








cag 


gca 


gaa 


agg 


ctg 


ttt 


gaa 


aat 


caa 


ett 


gtt 


gga 


ccg 


gag 


tec 


ata 


313 


Gin 


Ala 


Glu 
35 


Arg 


Leu 


Phe 


Glu 


Asn 
40 


Gin 


Leu 


Val 


Gly 


Pro 
45 


Glu 


Ser 


He 




gca 


cat 


att 


ggg 


gat 


gtg 


atg 


ttt 


act 


ggg 


aca 


gca 


gat 


ggc 


egg 


gtc 


361 


Ala 


His 


He 


Gly Asp Val 


Met 


Phe 


Thr Gly Thr 


Ala 


Asp 


Gly 


Arg 


Val 






50 










55 










60 












gta 


aaa 


ctt 


gaa 


aat 


ggt 


gaa 


ata 


gag 


ace 


att 


gee 


egg 


ttt 


ggt 


teg 


409 


Val 


Lys 


Leu 


Glu Asn Gly Glu 


He 


Glu 


Thr 


He 


Ala 


Arg 


Phe 


Gly 


Ser 




65 










70 










75 










80 




ggc 


cct 


tgc 


aaa 


acc 


cga 


gat 


gat 


gag 


cct 


gtg 


tgt 


ggg 


aga 


cec 


ctg 


457 


Gly 


Pro 


Cys 


Lys 


Thr Arg Asp Asp 


Glu 


Pro 


Val 


Cys 


Gly 


Arg 


Pro 


Leu 












85 










90 










95 






ggt 


ate 


cgt 


gca 


ggg 


cec 


aat 


ggg 


act 


etc 


ttt 


gtg 


gee 


gat 


gca 


tgc 


505 


Gly 


He 


Arg 


Ala Gly Pro Asn Gly Thr 


Leu 


Phe 


Val 


Ala 


Asp 


Ala 


Cys 










100 










105 










110 








aag 


gga 


eta 


ttt 


gaa 


gta 


aat 


cec 


tgg 


aaa 


cgt 


gaa 


gtg 


aaa 


etg 


ctg 


553 


Lys 


Gly 


Leu 
115 


Phe 


Glu 


Val 


Asn 


Pro 
120 


Trp 


Lys 


Arg 


Glu 


Val 
125 


Lys 


Leu 


Leu 




ctg 


tec 


tee 


gag 


aca 


cec 


att 


gag 


ggg 


aag 


aac 


atg 


tec 


ttt 


gtg 


aat 


601 


Leu 


Ser 


Ser 


Glu 


Thr 


Pro 


He 


Glu 


Gly Lys Asn 


Met 


Ser 


Phe 


Val 


Asn 






130 










135 










140 












gat 


ett 


aca 


gtc 


tct 


cag 


gat 


ggg 


agg 


aag 


att 


tat 


ttc 


acc 


gat 


tct 


649 


Asp 


Leu 


Thr 


Val 


Ser Gin Asp Gly Arg Lys 


He 


Tyr 


Phe 


Thr 


Asp 


Ser 




145 










150 










155 










160 




age 


age 


aaa 


tgg 


caa 


aga 


cga 


gae 


tac 


ctg 


ctt 


ctg 


gtg 


atg 


gag 


ggc 


697 


Ser 


Ser 


Lys 


Trp 


Gin 
165 


Arg 


Arg 


Asp 


Tyr 


Leu 
170 


Leu 


Leu 


Val 


Met 


Glu 
175 


Gly 




aca 


gat 


gae 


ggg 


ege 


etg 


etg 


gag 


tat 


gat 


act 


gtg 


ace 


agg 


gaa 


gta 


745 


Thr 


Asp 


Asp 


Gly Arg 


Leu 


Leu 


Glu 


Tyr 


Asp 


Thr 


Val 


Thr 


Arg 


Glu 


Val 










180 










185 










190 








aaa 


gtt 


tta 


ttg 


gae 


cag 


ctg 


egg 


ttc 


ceg 


aat 


gga 


gtc 


cag 


etg 


tct 


793 


Lys 


Val 


Leu 
195 


Leu 


Asp 


Gin 


Leu 


Arg 
200 


Phe 


Pro 


Asn 


Gly 


Val 
205 


Gin 


Leu 


Ser 




cct 


gca 


gaa 


gae 


ttt 


gtc 


ctg 


gtg 


gca 


gaa 


aca 


ace 


atg 


gee 


agg 


ata 


841 


Pro 


Ala 
210 


Glu 


Asp 


Phe 


Val 


Leu 
215 


Val 


Ala 


Glu 


Thr 


Thr 
220 


Met 


Ala 


Arg 


He 




cga 


aga 


gtc 


tac 


gtt 


tct 


ggc 


ctg 


atg 


aag 


ggc 


ggg 


get 


gat 


etg 


ttt 


889 


Arg 


Arg 


Val 


Tyr 


Val 


Ser 


Gly 


Leu 


Met 


Lys 


Gly 


Gly 


Ala 


Asp 


Leu 


Phe 




225 










230 










235 










240 




gtg 


gag 


aac 


atg 


cct 


gga 


ttt 


eca 


gae 


aac 


ate 


egg 


cec 


age 


age 


tct 


937 


Val 


Glu 


Asn 


Met 


Pro 


Gly Phe 


Pro 


Asp 


Asn 


He 


Arg 


Pro 


Ser 


Ser 


Ser 












245 










250 










255 






ggg 


ggg 


tac 


tgg 


gtg 


ggc 


atg 


teg 


ace 


ate 


ege 


cct 


aac 


cct 


ggg 


ttt 


985 


Gly 


Gly 


Tyr 


Trp 


Val 


Gly Met 


Ser 


Thr 


He 


Arg 


Pro 


Asn 


Pro 


Gly 


Phe 










260 










265 










270 








tec 


atg 


ctg 


gat 


ttc 


tta 


tct 


gag 


aga 


cec 


tgg 


att 


aaa 


agg 


atg 


att 


1033 


Ser 


Met 


Leu 
275 


Asp 


Phe 


Leu 


Ser 


Glu 
280 


Arg 


Pro 


Trp 


He 


Lys 
285 


Arg 


Met 


He 




ttt 


aag 


gca 


aaa 


aaa 


aaa 


aa 




















1053 


Phe 


Lys 


Ala 


Lys 


Lys 


Lys 

























290 



<210> 135 
<211> 1128 
<212> DNA 



119 



<213> Homo sapiens 

<220> 

<221> CDS 

<222> 86. .403 

<220> 

<221> sig_peptide 

<222> 86 . . 181 

<223> Von Heijne matrix 
score 8 . 8 

seq VPMLLLIVGGSFG/LR 

<220> 

<221> polyA_signal 

<222> 1097 . .1102 

<220> 

<221> polyA_site 

<222> 1117. .1128 

<220> 

<221> misc_feature 

<222> 427. .429 

<223> n=a, g, c or t 

<400> 135 

cgtcttggtg agagcgtgag ctgctgagat ttgggagtct gcgctaggcc cgcttggagt 6 0 



tctgagccga tggaagagtt cactc 


atg 


ttt 


gea 


cec 


gcg 


gtg 


atg 


cgt 


get 


112 
















Met 


Phe 


Ala 


Pro 


Ala 


Val 


Met 


Arg 


Ala 






















-30 










-25 






ttt 


cgc 


aag 


aac 


aag 


act 


etc 


ggc 


tat 


gga 


gte 


cec 


atg 


ttg 


ttg 


etg 


160 


Phe 


Arg 


Lys 


Asn 


Lys 


Thr 


Leu 


Gly 


Tyr 


Gly 


Val 


Pro 


Met 


Leu 


Leu 


Leu 










-20 










-15 










-10 








att 


gtt 


gga 


ggt 


tct 


ttt 


ggt 


ctt 


cgt 


gag 


ttt 


tct 


caa 


ate 


ega 


tat 


208 


He 


Val 


Gly 
-5 


Gly 


Ser 


Phe 


Gly 


Leu 
1 


Arg 


Glu 


Phe 


Ser 
5 


Gin 


He 


Arg 


Tyr 




gat 


get 


gtg 


aag 


agt 


aaa 


atg 


gat 


cet 


gag 


ctt 


gaa 


aaa 


aaa 


etg 


aaa 


256 


Asp 


Ala 


Val 


Lys 


Ser 


Lys 


Met 


Asp 


Pro 


Glu 


Leu 


Glu 


Lys 


Lys 


Leu 


Lys 




10 










15 










20 










25 




gag 


aat 


aaa 


ata 


tct 


tta 


gag 


teg 


gaa 


tat 


gag 


aaa 


ate 


aaa 


gac 


tec 


304 


Glu 


Asn 


Lys 


He 


Ser 


Leu 


Glu 


Ser 


Glu 


Tyr 


Glu 


Lys 


He 


Lys 


Asp 


Ser 












30 










35 










40 






aag 


ttt 


gat 


gac 


tgg 


aag 


aat 


att 


ega 


gga 


cec 


agg 


cet 


tgg 


gaa 


gat 


352 


Lys 


Phe 


Asp 


Asp 


Trp 


Lys 


Asn 


He 


Arg 


Gly 


Pro 


Arg 


Pro 


Trp 


Glu 


Asp 










45 










50 










55 








cat 


gac 


etc 


etc 


caa 


gga 


aga 


aat 


cea 


gaa 


age 


ctt 


aag 


act 


aag 


aea 


400 


Pro 


Asp 


Leu 


Leu 


Gin 


Gly 


Arg 


Asn 


Pro 


Glu 


Ser 


Leu 


Lys 


Thr 


Lys 


Thr 





60 65 70 



act tgactctget gattcttttt teennntttt ttttttttta aataaaaata 453 
Thr 

etattaaetg gactteetaa tatatactte tatcaagtgg aaaggaaatt ccaggcccat 513 

ggaaacttgg atatgggtaa tttgatgaca aataatcttc actaaaggtc atgtacaggt 573 

ttttatactt cecagctatt ccatctgtgg atgaaagtaa caatgttgge caegtatatt 633 

ttaeaeeteg aaataaaaaa tgtgaatact gctccaaaaa aaaaaaceag taccgtgtag 693 

tctctctcgt ggettggatt tacactggge aaegtggttg gaatgtatet ggctcagaac 753 

tatgatatae caaacctgge taaaaaactt gaagaaatta aaaaggaett ggatgceaag 813 



120 



aagaaacccc ctagtgcatg agactgcctc cagcactgcc ttcaggatat accgattcta 873 

ctgctcttga gggcctcgtt tactatctga accaaaagct tttgttttcg tctccagcct 933 

cagcacttct cttctttgct agaccctgtg ttttttgctt taaagcaagc aaaatggggc 993 

cccaatttga gaactacccg acgtttccaa catactcacc tcttcccata atccctttcc 1053 

aactgcatgg gaggttctaa gactggaatt atggtgctag attagtaaac atgactttta 1113 

acgaaaaaaa aaaaa 1128 

<210> 136 
<211> 254 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 37. .162 

<220> 

<221> sig_peptide 
<222> 37. .93 
<223> Von Heijne matrix 
score 9 . 5 

seq LMCLSLCTAFALS/KP 

<220> 

<221> polyA_signal 
<222> 224 . .229 

<220> 

<221> polyA_site 
<222> 243 . .254 

<400> 136 

tgtgctgtgg gggctacgag gaaagatcta attatc atg gac ctg cga cag ttt 54 

Met Asp Leu Arg Gin Phe 
-15 

ctt atg tgc ctg tec ctg tgc aca gcc ttt gcc ttg age aaa ccc aca 102 
Leu Met Cys Leu Ser Leu Cys Thr Ala Phe Ala Leu Ser Lys Pro Thr 

-10 -5 1 

gaa aag aag gac cgt gta cat cat gag cct cag etc agt gac aag gtt 150 
Glu Lys Lys Asp Arg Val His His Glu Pro Gin Leu Ser Asp Lys Val 

5 10 15 

cac aat gat att tgatagaacc aattgttgta cataaaacag atctgegcat 202 
His Asn Asp lie 
20 

atatatatat gtataaaaaa taataaaata atggaagatg aaaaaaaaaa aa 2 54 

<210> 137 
<211> 886 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .381 

<220> 

<221> sig_peptide 
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<222> 31. .90 
<223> Von Heijne matrix 
score 5.4 

seq AFVIACVLSLIST/IY 



<220> 

<221> polyA_site 
<222> 875. .886 



<400> 137 

ggagg^tggg cgagcagtct gaatggcaga atg gat aac cgt ttt get aca gca 54 

Met Asp Asn Arg Phe Ala Thr Ala 
-20 -15 
ttt gta att get tgt gtg ctt age etc att tec ace ate tac atg gca 102 
Phe Val lie Ala Cys Val Leu Ser Leu lie Ser Thr lie Tyr Met Ala 

-10 -5 1 

gee tec att ggc aca gac ttc tgg tat gaa tat cga agt cca gtt caa 150 
Ala Ser lie Gly Thr Asp Phe Trp Tyr Glu Tyr Arg Ser Pro Val Gin 
5 10 15 20 

gaa aat tee agt gat ttg aat aaa age ate tgg gat gaa ttc att agt 198 
Glu Asn Ser Ser Asp Leu Asn Lys Ser lie Trp Asp Glu Phe lie Ser 

25 30 35 

gat gag gea gat gaa aag act tat aat gat gca ctt ttt cga tae aat 246 
Asp Glu Ala Asp Glu Lys Thr Tyr Asn Asp Ala Leu Phe Arg Tyr Asn 

40 45 50 

ggc aca gtg gga ttg tgg gga egg tgt ate ace ata ecc aaa aac atg 2 94 

Gly Thr Val Gly Leu Trp Gly Arg Cys lie Thr lie Pro Lys Asn Met 

55 60 65 

eat tgg tat age cca eea gaa agg aca ggt att tct ctt att tta act 342 
His Trp Tyr Ser Pro Pro Glu Arg Thr Gly lie Ser Leu lie Leu Thr 

70 75 80 

tct gtc ttc ttc ace tgg tta ata ata gac aaa acg acg taatgattge 3 91 

Ser Val Phe Phe Thr Trp Leu lie lie Asp Lys Thr Thr 
85 90 95 

ceaattaeat gtaagcaggt ttgttggtte tctctctcct taaagaaata aategtgtat 451 
ettetcttte t'aetgccttc tctccccaac ttctttgeat taeeatggta cteateaata 511 
ttggttggat gaggaacttt tettatcttg ggaaagcett aatggctttt ttttttctta 571 
tttactcact cattaaaata cttttcatta etetaacaca tgttataaag aaatagttgg 631 
aaaagtgeat egaaagaett ttaaaaatat ttggtaacta gtaaaaggac taceatcgaa 691 
aatcaactea aaaaattgtc cttttatggg ttagctgtat tataataeat atetatcatt 751 
tgcccctgtg tettagagga tataatttga ceagctetae atttaatctg tgtaattatg 811 
agaetgtttt acaacaatet tgatgcagag ttggtaggtt aagaaatttg tattaeagaa 8 71 
gttaaaaaaa aaaaa 886 



<210> 138 

<211> 1244 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46 . . 579 



<220> 

<221> sig_peptide 

<222> 46 . . 156 

<223> Von Heijne matrix 
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score 3 . 5 

seq LVFNFLLILTILT/IW 

<220> 

<221> misc_f eature 

<222> 15,23,32. .34,102. .104,110,114,1019,102 9. .1030,1093,1209,1236 
<223> n=:a, g, c or t 



<400> 138 

cccttatcca ggttnttatc tanggaatcc cnnnaagact gggga atg gag aga cag 57 

Met Glu Arg Gin 
-35 

tea agg gtt atg tea gaa aag gat gag tat cag ttt caa cat can nna 105 
Ser Arg Val Met Ser Glu Lys Asp Glu Tyr Gin Phe Gin His Xaa Xaa 

-30 -25 -20 

gcg gng gan ctg ctt gtc ttc aat ttt ttg etc ate ett ace att ttg 153 
Ala Xaa Xaa Leu Leu Val Phe Asn Phe Leu Leu lie Leu Thr lie Leu 

-15 -10 -5 

aca ate tgg tta ttt aaa aat cat ega ttc cgc ttc ttg cat gaa act 201 
Thr lie Trp Leu Phe Lys Asn His Arg Phe Arg Phe Leu His Glu Thr 

15 10 15 

gga gga gea atg gtg tat gge ctt ata atg gga eta att tea ega tat 249 
Gly Gly Ala Met Val Tyr Gly Leu lie Met Gly Leu lie Ser Arg Tyr 

20 25 30 

get aca gea cea act gat att gaa agt gga act gtc tgt gae tgt gta 297 
Ala Thr Ala Pro Thr Asp lie Glu Ser Gly Thr Val Cys Asp Cys Val 

35 40 45 

aaa eta act ttc agt cea cea act ctg ctg gtt aat gtc act gae caa 345 
Lys Leu Thr Phe Ser Pro Pro Thr Leu Leu Val Asn Val Thr Asp Gin 

50 55 60 

gtt tat gaa tat aaa tac aaa aga gaa ata agt cag cac aac ate aat 3 93 

Val Tyr Glu Tyr Lys Tyr Lys Arg Glu lie Ser Gin His Asn lie Asn 

65 70 75 

cct cat caa gga aat get ata ctt gaa aag atg aca ttt gat cea gaa 441 
Pro His Gin Gly Asn Ala lie Leu Glu Lys Met Thr Phe Asp Pro Glu 
80 85 90 95 

ate ttc ttc aat gtt tta ctg cea cea att ata ttt cat gea gga tat 489 
lie Phe Phe Asn Val Leu Leu Pro Pro lie lie Phe His Ala Gly Tyr 

100 105 110 

agt eta aag aag aga cac ttt ttt caa aac tta gga tet att tta aeg 537 
Ser Leu Lys Lys Arg His Phe Phe Gin Asn Leu Gly Ser lie Leu Thr 

115 120 125 

tat gee ttc ttg gga act gee ate tec tgc ate gtc ata ggg 579 
Tyr Ala Phe Leu Gly Thr Ala lie Ser Cys lie Val lie Gly 

130 135 140 

taagtgacat tcggagctca agttgcaggt ggctgtgggg tctgtgatct gtgtgaggga 639 
tetaacactt ccaggattet tgctggctgg gaaaattgtc ttttttttag tatatcacat 699 
atttgtatgt tttttctgac ttaattecae ggcttctgac aaatacaagg ettcaaatea 759 
aagcaaacta gaggattget ggactttcte tgtgagttct ggaettctga ettagggaat 819 
gtggateact tgeettgagt tatgtgaagc geattgeatt ettcttttag tttgagtaat 879 
gecgatatgg tcactgeatt ettttttgtc ttgtattgag agaecttacc tgtatttgge 939 
aggagtgcaa aagtaactat atgecaagag ttttetttet aaaggaaagt ttaeaagaea 999 
geagtctgaa acagatatgn tccaaatatn naacagagtt gettaataca gggatagett 1059 
ttcagttaat accctgtaga atgeagacte tttntttcat tgtattttet tgattatget 1119 
actgagceet aagtcaeaeg ttatataetc tggcttgcag cteatcataa agtaaaatgt 1179 
ggtaccaaat ggtgaaggca atccagectn tgataatcce gtccaataca ttaaagntec 1239 
aetgc 1244 
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<210> 139 

<211> 471 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 92. .469 

<220> 

<221> sig_peptide 

<222> 92. .172 

<223> Von Heijne matrix 
score 7 . 9 

seq VWLALGFLGCYG/AK 



<220> 

<221> polyA_signal 
<222> 454 . .459 

<220> 

<221> polyA_site 
<222> 458 . .471 



<400> 139 

gcaagtgcag aagtcggtga cggtgggcat ctgggtgtca atcgatgggg catcctttct 6 0 

gaagatcttc gggccactgt cgtccagtgc c atg cag ttt gtc aac gtg ggc 112 

Met Gin Phe Val Asn Val Gly 
-25 

tac ttc etc ate gca gee ggc gtt gtg gtc ctt get ctt ggt ttc etg 160 

Tyr Phe Leu lie Ala Ala Gly Val Val Val Leu Ala Leu Gly Phe Leu 

-20 -15 -10 -5 

ggc tgc tat ggt get aag act gag age atg tgt gcc etc gtg acg ttc 2 08 

Gly Cys Tyr Gly Ala Lys Thr Glu Ser Met Cys Ala Leu Val Thr Phe 

15 10 
ttc ttc ate etc etc etc ate ttc att get gag gtt gea get get gtg 256 
Phe Phe lie Leu Leu Leu lie Phe lie Ala Glu Val Ala Ala Ala Val 

15 20 25 

gtc gee etg gtg tac ace aca atg get gag cac ttc ctg acg ttg etg 304 
Val Ala Leu Val Tyr Thr Thr Met Ala Glu His Phe Leu Thr Leu Leu 

30 35 40 

gta gtg eet gee ate aag aaa gat tat ggt tec cag gaa gac ttc act 352 
Val Val Pro Ala lie Lys Lys Asp Tyr Gly Ser Gin Glu Asp Phe Thr 
45 50 55 60 

caa gtg tgg aac ace ace atg aaa ggg etc aag tgc egt ggc ttc ace 400 
Gin Val Trp Asn Thr Thr Met Lys Gly Leu Lys Cys Arg Gly Phe Thr 

65 70 75 

aac tat acg gat ttt gag gae tea cce tac ttc aaa atg eat aaa eet 448 
Asn Tyr Thr Asp Phe Glu Asp Ser Pro Tyr Phe Lys Met His Lys Pro 

80 85 90 

gtt aca atg aaa aaa aaa aaa aa 471 
Val Thr Met Lys Lys Lys Lys 

95 



<210> 140 
<211> 849 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 154. .675 



<220> 

<221> sig_peptide 
<222> 154 . .498 
<223> Von Heijne matrix 
score 4.8 

seq PLRLLNLLILIEG/GV 



<220> 

<221> polyA_signal 
<222> 819. .824 



<220> 

<221> polyA_site 
<222> 838 . . 849 



<400> 140 

cccctatctc cagacctcat tcgcaatgaa gtagaatgtc tgaaagcaga tttcaaccac 60 
agaatcaagg aggttctctt caactccctc ttcagtgcct actatgttgc atttctcccc 120 
ctgtgttttg tgaagagtac ccagtactat gac atg cgc tgg tea tgt gag cac 174 

Met Arg Trp Ser Cys Glu His 
-115 -110 
etc gtt atg gtg tgg ate aat get ttt gtc atg etc ace aeg caa etg 222 
Leu Val Met Val Trp lie Asn Ala Phe Val Met Leu Thr Thr Gin Leu 

-105 -100 -95 

ttg cea tec aaa tac tgt gat ttg eta cat aaa tea get get cac ctg 270 
Leu Pro Ser Lys Tyr Cys Asp Leu Leu His Lys Ser Ala Ala His Leu 

-90 -85 -80 

ggc aag tgg eag aag ttg gaa cat ggg tec tac age aat get eca cag 318 
Gly Lys Trp Gin Lys Leu Glu His Gly Ser Tyr Ser Asn Ala Pro Gin 

-75 -70 -65 

cac att tgg tea gaa aat aca ata tgg cet caa ggg gtg ctg gtg egg 366 
His lie Trp Ser Glu Asn Thr lie Trp Pro Gin Gly Val Leu Val Arg 
-60 -55 -50 -45 

cac age aga tgt tta tat aga gee atg ggg cet tac aac gtg gca gtg 414 
His Ser Arg Cys Leu Tyr Arg Ala Met Gly Pro Tyr Asn Val Ala Val 

-40 -35 -30 

ect tea gat gta tet cat gee cgc ttt tat tte tta ttt eat ega cea 462 
Pro Ser Asp Val Ser His Ala Arg Phe Tyr Phe Leu Phe His Arg Pro 

-25 -20 -15 

tta agg ctg tta aat ctg etc ate ett att gag ggc ggt gtc gtc tte 510 
Leu Arg Leu Leu Asn Leu Leu lie Leu lie Glu Gly Gly Val Val Phe 

-10 -5 1 

tat cag etc tat tee ttg ctg egg teg gag aag tgg aac cac aca ett 558 
Tyr Gin Leu Tyr Ser Leu Leu Arg Ser Glu Lys Trp Asn His Thr Leu 
5 10 15 20 

tec atg get etc ate etc tte tgc aac tac tat gtt tta ttt aaa ett 606 
Ser Met Ala Leu lie Leu Phe Cys Asn Tyr Tyr Val Leu Phe Lys Leu 

25 30 35 

etc egg gae aga ata gta tta ggc agg gca tac tec tac cea etc aac 654 
Leu Arg Asp Arg lie Val Leu Gly Arg Ala Tyr Ser Tyr Pro Leu Asn 
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40 45 50 

agt tat gaa etc aag gca aac taagctgcct ctcaacaatg agggagaact 705 
Ser Tyr Glu Leu Lys Ala Asn 
55 

cagataaaaa tattttcata cgttctattt ttttcttgtg atttttataa atatttaaga 765 
tgttttatat tttgtatact attatgtttt gaaagtcggg aagagtaagg gatattaaat 825 
gtatccgtaa acaaaaaaaa aaaa 849 



<210> 141 

<211> 155 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -31. . -1 



<400> 141 
Met Phe Thr Ser 
-30 

Lys Ser Leu Leu 
-15 

Leu Leu Pro His 
5 

Lys Asn Asp Phe 
20 

Leu Asp Leu Lys 
35 

Arg lie Phe Glu 
50 

Leu Gly Thr Trp 

Ala Met Gin Tyr 
85 

Gly Leu lie Phe 
100 

Ser Arg Gin Ala 
115 



Thr Gly Ser Ser 
-25 

Leu Val Pro Ser 
-10 

Cys Gin Lys Pro 

Gin lie Trp Arg 
25 

Asp Thr Phe Cys 
40 

Arg Arg Tyr Gly 
55 

Val Leu Ser Ala 
70 

Phe Phe Gly lie 

Cys Cys Ala Phe 
105 

Met Ala Glu Asn 
120 



Gly Leu Tyr Lys 
-20 

Ala Leu Ser Leu 
-5 

Phe Val Tyr Asp 
10 

Leu lie Cys Gly 

Ser Ser Leu Leu 
45 

Ser Arg Lys Phe 
60 

Leu Phe Asp Phe 
75 

Thr Ala Ala Ser 
90 

Cys Ser Glu Thr 
Phe Ser lie 



Ala Pro Leu Ser 

Leu Leu Ala Leu 
1 

Leu His Ala Val 
15 

Arg lie lie Cys 
30 

lie Tyr Asn Phe 

Ala Ser Phe Leu 
65 

Leu Leu lie Glu 
80 

Asn Leu Pro Ser 
95 

Lys Leu Phe Leu 
110 



<210> 142 
<211> 55 
<212> PRT 

<213> Homo sapiens 



<400> 142 

Met Ala Asp Phe 

1 

Met Tyr Tyr Asn 
20 

Phe Met Gly Lys 
35 

Lys Gin Lys Lys 
50 



Tyr Lys Glu Phe 
5 

Arg Asp Trp Tyr 

Val Ala Leu Glu 
40 

Arg Ser Asn 
55 



Leu Ser Lys Asn 
10 

Lys Arg Asn Phe 
25 

Arg lie Trp Asn 



Phe Gin Lys Arg 
15 

Ala lie Thr Phe 
30 

Lys Leu Lys Gin 
45 



<210> 143 
<211> 67 
<212> PRT 



126 



<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -20. . -1 

<400> 143 



Met Ser 


Arg 


Asn 


Leu 


Arg 


Thr 


Ala 


Leu He 


Phe 


Gly 


Gly 


Phe 


He 


Ser 


-20 








-15 








-10 










-5 


Leu lie 


Gly 


Ala 


Ala 


Phe 


Tyr 


Pro 


He Tyr 


Phe 


Arg 


Pro 


Leu 


Met 


Arg 








1 








5 








10 






Leu Glu 


Glu 


Tyr 


Lys 


Lys 


Glu 


Gin 


Ala He 


Asn 


Arg 


Ala Gly 


He 


Val 




15 










20 








25 








Gin Glu 


Asp 


Val 


Gin 


tr J. kJ 


Pro Gly 




V dx 


irp 


Ser 


Asp 


Ir J. W 


JCrXXC: 


30 










35 








40 










Gly Arg 


Lys 


























45 




























<210> 144 


























<211> 198 


























<212> PRT 


























<213> Homo sapiens 






















<220> 




























<221> SIGNAL 
























<222> -21 . . ■ 


-1 
























<400> 144 


























Met Pro 


Val 


Pro 


Ala 


Leu 


Cys 


Leu 


Leu Trp 


Ala 


Leu 


Ala 


Met 


Val 


Thr 


-20 










-15 








-10 










Arg Pro 


Ala 


Ser 


Ala 


Ala 


Pro 


Met 


Gly Gly 


Pro 


Glu 


Leu 


Ala 


Gin 


His 


-5 








1 






5 










10 




Glu Glu 


Leu 


Thr 


Leu 


Leu 


Phe 


His 


Gly Thr 


Leu 


Gin 


Leu Gly Gin 


Ala 






15 










20 








25 






Leu Asn 


Gly 


Val 


Tyr 


Arg 


Thr 


Thr Glu Gly 


Trp 


Leu 


Thr 


Lys 


Ala 


Arg 




30 










35 








40 








Asn Ser 


Leu 


Gly 


Leu 


Tyr 


Gly Arg 


Thr He 


Glu 


Leu 


Leu 


Gly Gin 


Glu 


45 










50 








55 










Val Ser 


Arg 


Gly 


Arg 


Asp 


Ala 


Ala 


Gin Glu 


Leu Arg 


Ala 


Ser 


Leu 


Leu 


60 








65 








70 










75 


Glu Thr 


Gin 


Met 


Glu 


Glu 


Asp 


He 


Leu Gin 


Leu 


Gin 


Ala 


Glu 


Ala 


Thr 








80 








85 










90 




Ala Glu 


Val 


Leu 


Gly Glu 


Val 


Ala 


Gin Ala 


Gin 


Lys 


Val 


Leu 


Arg 


Asp 






95 










100 








105 






Ser Val 


Gin 


Arg 


Leu 


Glu 


Val 


Gin 


Leu Arg 


Ser 


Ala 


Trp 


Leu Gly 


Pro 




110 










115 








120 








Ala Tyr 


Arg 


Glu 


Phe 


Glu 


Val 


Leu 


Lys Ala 


His 


Ala 


Asp 


Lys 


Gin 


Ser 


125 










130 








135 










His He 


Leu 


Trp 


Ala 


Leu 


Thr Gly His Val 


Gin 


Arg 


Gin 


Arg 


Arg 


Glu 


140 








145 








150 










155 


Met Val 


Ala 


Gin 


Gin 


His 


Arg 


Leu 


Arg Gin 


He 


Gin 


Glu 


Arg 


Leu 


His 








160 








165 










170 




Thr Ala 


Ala 


Leu 


Pro 


Ala 





















175 

<210> 145 
<211> 135 



127 



<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 

<222> -25. . -1 

<220> 

<221> UNSURE 

<222> 39 

<223> Xaa = any one of the twenty amino acids 



<400> 145 



Met Ser 


Leu Arg 


Asn 


Leu 


Trp 


Arg 


Asp 


Tyr 


Lys 


Val 


Leu 


Val 


Val 


Met 


-25 






-20 










-15 










-10 


Val Pro 


Leu Val 


Gly 


Leu 


He 


His 


Leu Gly Trp Tyr Arg 


He 


Lys 


Ser 






-5 










1 








5 






Ser Pro 


Val Phe 


Gin 


He 


Pro 


Lys 


Asn Asp 


Asp 


He 


Pro 


\JJL U. 


m n 






10 








15 










z U 








Ser Leu 


Gly Leu 


Ser 


Asn 


Leu 


Gin 


Lys 


Ser 


Gin 


He 


Gin 


Gly 


Lys 


Xaa 


25 








30 










35 










Ala Gly 


Leu Gin 


Ser 


Ser Gly 


Lys 


Glu 


Ala 


Ala 


Leu 


Asn 


Leu 


Ser 


Fne 


40 






45 










50 










55 


lie Ser 


Lys Glu 


Glu 


Met 


Lys 


Asn 


Thr 


Ser 


Trp 


He 


Arg 


Lys 


Asn 


Trp 






60 










65 










70 




Leu Leu 


Val Ala Gly 


He 


Ser 


Phe 


He 


Gly Asp 


His 


Leu 


Gly 


Thr 


Tyr 




75 










80 










85 






Phe Leu 


Gin Arg 


Ser 


Ala 


Lys 


Gin 


Ser 


Val 


Lys 


Phe 


Gin 


Ser 


Gin 


Ser 




90 








95 










100 








Lys Gin 


Lys Ser 


He 


Glu 


Glu 




















105 








110 




















<210> 146 


























<211> 255 


























<212> PRT 


























<213> Homo sapiens 
























<220> 




























<221> SIGNAL 


























<222> -70. . -1 


























<400> 146 


























Met Gin 


Gin Lys 


Glu 


Gin 


Gin 


Phe 


Arg 


Glu 


Trp 


Phe 


Leu 


Lys 


Glu 


Phe 


-70 






-65 










-60 










-55 


Pro Gin 


He Arg 


Trp 


Lys 


He 


Gin 


Glu 


Ser 


He 


Glu 


Arg 


Leu 


Arg 


Val 






-50 










-45 










-40 




He Ala 


Asn Glu 


He 


Glu 


Lys 


Val 


His Arg Gly Cys Val 


He 


Ala 


Asn 




-35 










-30 










-25 






Val Val 


Ser Gly 


Ser 


Thr 


Gly 


He 


Leu 


Ser 


Val 


He 


Gly 


Val 


Met 


Leu 




-20 








-15 










-10 








Ala Pro 


Phe Thr 


Ala 


Gly Leu 


Ser 


Leu 


Ser 


He 


Thr 


Ala 


Ala 


Gly 


Val 


-5 








1 








5 










10 


Gly Leu 


Gly He 


Ala 


Ser 


Ala 


Thr 


Ala 


Gly 


He 


Ala 


Ser 


Ser 


He 


Val 






15 










20 










25 




Glu Asn 


Thr Tyr 


Thr 


Arg 


Ser 


Ala 


Glu 


Leu 


Thr 


Ala 


Ser 


Arg 


Leu 


Thr 




30 










35 










40 






Ala Thr 


Ser Thr 


Asp 


Gin 


Leu 


Glu 


Ala 


Leu 


Arg Asp 


He 


Leu 


His 


Asp 



128 



45 

lie Thr Pro Asn 
60 

Lys Met lie Ala 
75 

Val Gly Arg Pro 

Glu Thr Leu Arg 
110 

Ala Arg Asn Leu 
125 

Val Val Asn Leu 
140 

Ser Glu Ser Ala 
155 

Asn Leu Asn Glu 



50 

Val Leu Ser Phe 
65 

Asn Asp Val His 
80 

Leu lie Ala Trp 
95 

Thr Arg Gly Ala 

Gly Lys Ala Thr 
130 

Val Gin Asp Ser 
145 

Glu Leu Leu Arg 
160 

Leu Thr His lie 
175 



Ala 


Leu 


Asp 


Phe 








70 


Thr 


Leu 


Arg 


At* CI 






85 




Arg 


Tyr 


Val 


Pro 




100 






Pro 


Thr Arg 


lie 


115 








Ser 


Gly Val 


Leu 


Leu 


Asp 


Leu 


His 








150 


Gin 


Trp 


Ala 


Gin 






165 




His 


Gin 


Ser 


Leu 




180 







55 

Asp Glu Ala Thr 

Ser Lys Ala Thr 
90 

He Asn Val Val 
105 

Val Arg Lys Val 
120 

Val Val Leu Asp 
135 

Lys Gly Glu Lys 

Glu Leu Glu Glu 
170 

Lys Ala Gly 
185 



<210> 147 

<211> 59 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -49, . -1 



<400> 147 

Met Pro Gly Thr 

He Asn Leu Leu 
-30 

Met He Val Leu 
-15 

Cys Gly Ser His 
1 



Glu Val Leu Glu 
-45 

Lys Trp He Lys 

Leu He Cys Val 
-10 

Leu Trp Arg Glu 
5 



Gly Ala Thr Asp 
-40 

Thr Leu Gly Gly 
-25 

Val Cys Leu Tyr 

Ser His His 
10 



Gly Leu Ala Ala 
-35 

Ser Val He Ser 
-20 

He Val Cys Arg 
-5 



<210> 148 
<211> 180 
<212> PRT 
<213> Homo sapiens 



<400> 148 

Met Cys He Ser 

1 

Gly Ser Thr Val 
20 

Ser Thr Cys Arg 
35 

Thr Lys Ser Asp 
50 

He Arg Leu Val 
65 

Thr Leu Gin Gly 

Phe Leu Val Asp 
100 



Gly 


Leu 


Cys 


Gin 


5 








Lys 


Glu 


Asp 


Asn 


Leu 


Val 


Arg 


Gly 








40 


Asp 


Thr 


Val 


Val 






55 




Leu 


Lys 


Gly 


Pro 




70 






Thr 


Lys 


Gly Glu 


85 








Asn 


Ser 


Ser 


Val 



He Val Gly Cys 
10 

Cys Gly Val Cys 
25 

Gin Tyr Lys Ser 

Ala He Pro Tyr 
60 

Asp His Leu Tyr 
75 

Asn Ser Leu Ser 
90 

Asp Phe Gin Lys 
105 



Asp His Gin Leu 
15 

Asn Gly Asp Gly 
30 

Gin Leu Ser Ala 
45 

Gly Ser Arg His 

Leu Glu Thr Lys 
80 

Ser Thr Gly Thr 
95 

Phe Pro Asp Lys 
110 



129 



Glu lie Leu Arg 


Met 


Ala Gly 


Pro 


Leu 


Thr 


Ala 


Asp 


Phe 


He 


Val 


Lys 


115 






120 










125 








lie Arg Asn Ser Gly Ser Ala Asp 


Ser 


Thr 


Val 


Gin 


Phe 


He 


Phe 


Tyr 


130 




135 










140 










Gin Pro He He 


His 


Arg Trp 


Arg 


Glu 


Thr 


Asp 


Phe 


Phe 


Pro 


Cys 


Ser 


145 




150 








155 










160 


Ala Thr Cys Gly Gly Gly Tyr Gin 


Leu 


Thr 


Ser 


Ala 


Glu 


Cys 


Tyr 


Asp 




165 








170 










175 




Leu Arg Ser Asn 
























180 
























<210> 149 
























<211> 162 
























<212> PRT 
























<213> Homo sapiens 






















J. o o rv ^ 
























<221> SIGNAL 
























<222 > -23 . . - 1 
























<400> 149 
























Met Gly Asp Lys 


He 


Trp Leu 


Pro 


Phe 


Pro 


Val 


Leu 


Leu 


Leu 


Ala 


Ala 


-20 








-15 










-10 






Leu Pro Pro Val 


Leu 


Leu Pro 


Gly Ala 


Ala 


Gly 


Phe 


Thr 


Pro 


Ser 


Leu 


- 5 






1 








5 










Asp Ser Asp Phe 


Thr 


Phe Thr 


Leu 


Pro 


Ala 


Gly 


Gin 


Lys 


Glu 


Cys 


Phe 


10 




15 








20 










25 


Tyr Gin Pro Met 


Pro 


Leu Lys 


Ala 


Ser 


Leu 


Glu 


He 


Glu 


Tyr 


Gin 


Val 




30 








35 










40 




Leu Asp Gly Ala 


Gly Leu Asp 


He 


Asp 


Phe 


His 


Leu 


Ala 


Ser 


Pro 


Glu 


45 








50 










55 






Gly Lys Thr Leu 


Val 


Phe Glu 


Gin 


Arg 


Lys 


Ser 


Asp Gly Val 


His 


Thr 


60 






65 










70 








Val Glu Thr Glu 


Val 


Gly Asp 


Tyr 


Met 


Phe 


Cys 


Phe 


Asp 


Asn 


Thr 


Phe 


75 




80 










85 










Ser Thr He Ser 


Glu 


Lys Val 


He 


Phe 


Phe 


Glu 


Leu 


He 


Pro 


Asp 


Asn 


90 




95 








100 










105 


Met Gly Glu Gin 


Ala 


Gin Glu 


Gin 


Glu 


Asp 


Trp 


Lys 


Lys 


Tyr 


He 


Thr 




110 








115 










120 




Gly Thr Asp He 


Leu 


Asp Met 


Lys 


Leu 


Glu Asp 


He 


Leu 


Val 


Ser 


Met 


125 








130 










135 






Val Phe 
























<210> 150 
























<211> 120 
























<212> PRT 
























<213> Homo sapiens 






















<220> 
























<221> SIGNAL 
























<222> -23 . . -1 
























<400> 150 
























Met Gly Asp Lys 


He 


Trp Leu 


Pro 


Phe 


Pro 


Val 


Leu 


Leu 


Leu 


Ala 


Ala 


-20 








-15 










-10 






Leu Pro Pro Val 


Leu 


Leu Pro Gly Ala 


Ala Gly 


Phe 


Thr 


Pro 


Ser 


Leu 


-5 






1 








5 






















130 













Asp Ser Asp 


Phe 


Thr 


Phe 


Thr 


Leu 


Pro 


Ala 


Gly Gin 


Lys 


Glu 


Cys 


Phe 


10 






15 










20 










25 


Tyr Gin Pro 


Met 


Pro 


Leu 


Lys 


Ala 


Ser 


Leu 


Glu 


He 


Glu 


Tyr 


Gin 


Val 






30 










35 










40 




Leu Asp Gly Ala Gly 


Leu 


Asp 


He 


Asp 


Phe 


His 


Leu 


Ala 


Ser 


Pro 


Glu 




45 










50 










55 






Gly Lys Thr 


Leu 


Val 


Phe 


Glu 


Gin 


Arg 


Lys 


Ser 


Asp 


Gly Val 


His 


Thr 


60 










65 










70 








Cys lie Arg 


Ser 


Lys 


Asn 


Gly 


Pro 


Gly Thr 


Ala 


Val 


His 


Ala 


Tyr 


Asn 


75 








80 










85 










Pro Ser Thr 


Phe 


Arg 


Gly 


Gin 


Val 


















90 






95 






















<210> 151 




























<211> 7 




























<212> PRT 




























<213> Homo 1 


sapiens 
























<400> 151 




























Met Val Glu 
1 


Met 


Thr 
5 


Gly 


Val 




















<210> 152 




























<211> 199 




























<212> PRT 




























<213> Homo ! 


sapiens 
























<220> 




























<221> SIGNAL 


























<222> -42 . . 


-1 


























<400> 152 




























Met Asp Gly 


Gin 


Lys 


Lys 


Asn 


Trp 


Lys 


Asp 


Lys 


Val 


Val 


Asp 


Leu 


Leu 


-40 










-35 










-30 








Tyr Trp Arg 


Asp 


He 


Lys 


Lys 


Thr 


Gly Val 


Val 


Phe 


Gly Ala 


Ser 


Leu 


-25 








-20 










-15 










Phe Leu Leu 


Leu 


Ser 


Leu 


Thr 


Val 


Phe 


Ser 


He 


Val 


Ser 


Val 


Thr 


Ala 


-10 






-5 










1 








5 




Tyr lie Ala 


Leu 


Ala 


Leu 


Leu 


Ser 


Val 


Thr 


He 


Ser 


Phe 


Arg 


He 


Tyr 




10 










15 










20 






Lys Gly Val 


He 


Gin 


Ala 


He 


Gin 


Lys 


Ser 


Asp 


Glu 


Gly His 


Pro 


Phe 


25 










30 










35 








Arg Ala Tyr 


Leu 


Glu 


Ser 


Glu 


Val 


Ala 


He 


Ser 


Glu 


Glu 


Leu 


Val 


Gin 


40 








45 










50 










Lys Tyr Ser 


Asn 


Ser 


Ala 


Leu 


Gly 


His 


Val 


Asn 


Cys 


Thr 


He 


Lys 


Glu 


55 






60 










65 










70 


Leu Arg Arg 


Leu 


Phe 


Leu 


Val 


Asp 


Asp 


Leu 


Val 


Asp 


Ser 


Leu 


Lys 


Phe 






75 










80 










85 




Ala Val Leu 


Met 


Trp 


Val 


Phe 


Thr 


Tyr 


Val 


Gly Ala 


Leu 


Phe Asn Gly 




90 










95 










100 






Leu Thr Leu 


Leu 


He 


Leu 


Ala 


Leu 


He 


Ser 


Leu 


Phe 


Ser 


Val 


Pro 


Val 


105 










110 










115 








lie Tyr Glu 


Arg 


His 


Gin 


Ala 


Gin 


He 


Asp 


His 


Tyr 


Leu 


Val 


Leu 


Ala 


120 








125 










130 










Asn Lys Asn 


Val 


Lys 


Asp 


Ala 


Met 


Ala 


Lys 


He 


Gin 


Ala 


Lys 


He 


Pro 


135 






140 










145 










150 


Gly Leu Lys 


Arg 


Lys 


Ala 


Glu 





















131 



155 



<210> 153 

<211> 43 

<212> PRT 

<213> Homo sapiens 

<400> 153 



Met Pro 


Phe 


Arg 


Met 


Ser 


Gly Tyr 


He 


Pro 


Phe 


Gly Thr Pro 


He Val 


1 






5 








10 








15 


Ser Val 


Thr 


Phe 


Lys 


Gly Phe Pro 


Phe 


Leu 


Lys 


Asn 


Tyr Phe 


Lys Cys 






20 








25 








30 




Leu Thr 


Leu 


Cys 


Tyr 


Cys 


Ser Arg 


Val 


Phe 


Asp 










35 








40 














<210> 154 






















<211> 50 






















<212> PRT 






















<213> Homo i 


sapiens 


















<220> 
























<221> SIGNAL 




















<222> -37. . 


-1 




















<400> 154 






















Met Glu 


Trp 


Ala 


Gly 


Lys 


Gin Arg Asp 


Phe 


Gin 


Val 


Arg Ala 


Ala Pro 




-35 








-30 










-25 




Gly Trp Asp 


His 


Leu 


Ala 


Ser Phe 


Pro 


Gly 


Pro 


Ser 


Leu Arg 


Leu Phe 


-20 










-15 








-10 






Ser Gly Ser 


Gin 


Ala 


Ser 


Val Cys 


Ser 


Leu 


Cys 


Ser Gly Phe 


Gly Ala 


-5 








1 






5 








10 


Gin Glu 
























<210> 155 






















<211> 153 






















<212> PRT 






















<213> Homo sapiens 


















<400> 155 






















Thr Val 


Pro 


Leu 


Leu 


Leu 


Glu Pro 


Ala 


Asp 


His 


Ala Arg Gly Arg Ala 


1 






5 








10 








15 


His Val 


His 


Leu 


Pro 


Glu 


Asn Val 


Arg 


Ser 


Gin 


Ser 


Pro Gly His Val 






20 








25 








30 




Arg Arg 


Gly 


Arg 


Ser 


Gly Ala Gin Val 


Leu 


Pro 


Thr 


Gly Pro Asp Glu 




35 








40 










45 




Lys Gin 


Val 


Glu 


Lys 


Ser 


Glu Val 


Asp 


Phe 


Ser 


Lys 


Ser His 


Ser Leu 


50 










55 








60 






Val Arg 


Arg 


Phe 


Glu 


Asp 


Leu Lys 


Pro 


Lys 


Leu 


Ser 


Val Cys 


Lys Thr 


65 








70 








75 






80 


Gly Ser 


Gin 


Val 


Phe 


Arg 


Ser Glu 


Asn 


Trp 


Lys 


Val 


Trp Ala 


Glu Ser 








85 








90 








95 


Ser Arg 


Gly 


Asp 


His 


Asp 


Asp Cys 


Leu 


Asp 


Leu 


Cys 


Ser Val 


Leu Cys 






100 








105 








110 




Trp Gly 


Glu 


Leu 


Leu 


Arg 


Thr He 


Pro 


Glu 


He 


Pro 


Pro Lys 


Arg Gly 




115 








120 










125 




Glu Leu 


Lys 


Thr 


Glu 


Leu Leu Gly Leu 


Lys 


Glu 


Arg 


Lys His 


Lys Pro 


130 










135 








140 







132 



Gin Val Ser Gin Gin Glu Glu Leu Lys 
145 150 



<210> 156 
<211> 67 
<212> PRT 

<213> Homo sapiens 
<400> 156 

Met Arg Gin Lys Arg Lys Gly Asp Leu Ser Pro Ala Lys Leu Met Met 

15 10 15 

Leu Thr lie Gly Asp Val lie Lys Gin Leu lie Glu Ala His Glu Gin 

20 25 30 

Gly Lys Asp lie Asp Leu Asn Lys Val Arg Thr Lys Thr Ala Ala Lys 

35 40 45 

Tyr Gly Leu Ser Ala Gin Pro Arg Leu Val Asp lie lie Ala Ala Val 

50 55 60 

Pro Pro Glu 
65 



<210> 157 
<211> 87 
<212> PRT 

<213> Homo sapiens 



<400> 157 

Met Asp Glu Leu Ser 
1 5 
Lys lie Gin Arg Phe 
20 

Thr Gly His Met Gly 
35 

Phe Gin Gin lie Leu 
50 

Phe Tyr Met Val Gly 
65 

Leu Ala Glu Glu His 
85 



Glu Glu ,Asp Lys Leu Thr 
10 

Leu Ser Gin Pro Phe Gin 
25 

Lys Leu Val Pro Leu Lys 
40 

Ala Gly Glu Tyr Asp His 
55 

Pro He Glu Glu Ala Val 
70 75 
Ser Ser 



Val Ser Arg Ala Arg 
15 

Val Ala Glu Val Phe 
30 

Glu Thr He Lys Gly 
45 

Leu Pro Glu Gin Ala 
60 

Ala Lys Ala Asp Lys 
80 



<210> 158 

<211> 250 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -85. . -1 



<220> 

<221> UNSURE 

<222> -30 

<223> Xaa = any one of the twenty amino acids 



<400> 158 

Met Ser Ala Glu Val Lys Val Thr 

-85 -80 

Leu Leu Ala Lys Ser Ala Lys Gly 



Gly Gin Asn Gin Glu Gin Phe Leu 
-75 -70 
Ala Ala Leu Ala Thr Leu He His 



133 



Gin Val Leu Glu 
-50 

Met Pro Asn Val 
-35 

Glu Ala Gin Lys 
-20 

Ala Lys Val Lys 
-5 

Leu Arg Asn Val 
15 

Ala Asp Val Leu 
30 

Val Asp Tyr Ser 
45 

lie Ala Arg Thr 
60 

Ser Gly lie Glu 

Gin Leu Gly Leu 
95 

Lys Thr lie Lys 
110 

Asp Pro Glu Gin 
125 

Asn Gin Arg Gin 
140 

Gly Ser Ala Lys 



-65 

Ala Pro Gly Val 

Arg Glu Leu Xaa 
-30 

Asn Lys Leu Arg 
-15 

Cys lie Pro Tyr 
1 

Arg Gin Leu Glu 

Arg Gly Ser Leu 
35 

lie Gly Arg Asp 
50 

Leu Gin Glu Trp 
65 

Glu Gin Val Ser 
80 

Lys Gin Gin lie 

Val Thr Thr Ala 
115 

His Leu Thr Glu 
130 

Pro Ser Lys Lys 
145 

lie Trp Ser Lys 
160 



-60 

Tyr Val Phe Gly 
-45 

Ala Arg Asn Leu 

His Leu Ser Val 
-10 

Ala Val Leu Leu 
5 

Asp Leu Val lie 
20 

Asp Gin Arg Asn 

lie Gin Arg Gin 
55 

Cys Val Gly Cys 
70 

Arg Ala Asn Gin 
85 

Glu Ser Glu Val 
100 

Ala Ala Ala Ala 

Leu Arg Glu Pro 
135 

Ala Ser Lys Gly 
150 

Ser Asn 
165 



-55 

Glu Leu Leu Asp 
-40 

Pro Pro Leu Thr 
-25 

Val Thr Leu Ala 

Glu Ala Leu Ala 
10 

Glu Ala Val Tyr 
25 

Gin Arg Leu Glu 
40 

Asp Leu Ser Ala 

Glu Val Val Leu 
75 

His Lys Glu Gin 
90 

Ala Asn Leu Lys 
105 

Ala Thr Ser Gin 
120 

Ala Pro Gly Thr 

Lys Gly Leu Arg 
155 



<210> 159 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<400> 159 

Met Pro Thr Asn Cys Ala Ala Ala Gly Cys Ala Thr Thr Tyr Asn Lys 
15 10 15 

His lie Asn lie Ser Phe His Arg 
20 



<210> 160 
<211> 228 
<212> PRT 

<213> Homo sapiens 
<400> 160 

Met Pro Thr Asn Cys Ala Ala Ala 
1 5 
His lie Asn lie Ser Phe His Arg 
20 

Lys Glu Trp Val Arg Leu Val Arg 

35 40 
His Thr Phe Leu Cys Ser Lys His 

50 55 
Thr Gly Gin Thr Arg Arg Leu Lys 
65 70 



Gly Cys Ala Thr Thr Tyr Asn Lys 

10 15 
Phe Pro Leu Asp Pro Lys Arg Arg 
25 30 
Arg Lys Asn Phe Val Pro Gly Lys 
45 

Phe Glu Ala Ser Cys Phe Asp Leu 
60 

Met Asp Ala Val Pro Thr lie Phe 
75 80 
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Asp Phe Cys Thr 

Leu Lys Lys Asn 
100 

Ser Asn lie Ser 
115 

Arg Asn Pro Met 
130 

lie Ala Ser Leu 
145 

Arg Ala Thr Arg 

Glu Ala Asn Ser 
180 

Thr Ala Leu Ser 
195 

Asp Gin Gin Asp 
210 

Ser Thr Phe lie 
225 



His lie Lys Ser 
85 

Asn Ser Cys Ser 

Ser Gin Gin Val 
120 

Glu Ala Lys Lys 
135 

Arg Arg Lys Met 
150 

Arg Trp lie Lys 
165 

Val Leu Pro Lys 

Ser Leu Pro Leu 
200 

Lys Thr Leu Leu 
215 



Met Lys Leu Lys 
90 

Pro Ala Gly Pro 
105 

Leu Leu Glu His 

Arg lie lie Lys 
140 

Lys Thr Cys Leu 
155 

Ala Met Cys Leu 
170 

Gly Thr Ser Glu 
185 

Glu Asp Phe Lys 

Ser Leu Asn Leu 
220 



Ser Arg Asn Leu 
95 

Ser Ser Leu Lys 
110 

Ser Tyr Ala Phe 
125 

Leu Glu Lys Glu 

Gin Lys Glu Arg 
160 

Val Lys Asn Leu 
175 

His Met Leu Pro 
190 

lie Leu Glu Gin 
205 

Lys Gin Thr Lys 



<210> 161 
<211> 86 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -20. .-1 



<400> 161 

Met Asn Leu His Phe Pro Gin Trp Phe Val His Ser Ser Ala Leu Gly 
-20 -15 -10 -5 

Leu Val Leu Ala Pro Pro Phe Ser Ser Pro Gly Thr Asp Pro Thr Phe 

15 10 
Pro Cys lie Tyr Cys Arg Leu Leu Asn Met lie Met Thr Arg Leu Ala 

15 20 25 

Phe Ser Phe lie Thr Cys Leu Cys Pro Asn Leu Lys Glu Val Cys Leu 

30 35 40 

lie Leu Pro Glu Lys Asn Cys Asn Ser Arg His Ala Gly Phe Val Gly 
45 50 55 60 

Pro Ala Lys Leu Arg Gin 

65 



<210> 162 
<211> 44 
<212> PRT 

<213> Homo sapiens 
<400> 162 

Met Ser Pro Arg Leu Glu Cys Ser 
1 5 
Pro Arg Leu Pro Gly Ser Ser Tyr 
20 

Arg Gly Ser Leu Glu Pro Gly Arg 
35 40 



Gly Ala lie Leu Ala His Cys Asn 

10 15 
Ser Pro Ala Ser Ala Thr Trp Val 
25 30 
Leu Arg Leu Gin 



135 



<210> 163 
<211> 314 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -58. .-1 

<400> 163 



Met 


Gin 


Asn 


Val 


He 


Asn 


Thr 


Val 


Lys 


Gly 


Lys 


Ala 


Leu 


Glu 


Val 


Ala 








-55 










-50 










-45 






Glu 


Tyr 


Leu 


Thr 


Pro 


Val 


Leu 


Lys 


Glu 


Ser 


Lys 


Phe 


Arg 


Glu 


Thr 


Gly 






-40 










-35 










-30 








Val 


He 


Thr 


Pro 


Glu 


Glu 


Phe 


Val 


Ala 


Ala 


Gly 


Asp 


His 


Leu 


Val 


His 




-25 










-20 










-15 










His 


Cys 


Pro 


Thr 


Trp 


Gin 


Trp 


Ala 


Thr 


Gly 


Glu 


Glu 


Leu 


Lys 


Val 


Lys 


-10 










-5 










1 








5 




Ala 


Tyr 


Leu 


Pro 


Thr Gly Lys 


Gin 


Phe 


Leu 


Val 


Thr 


Lys 


Asn 


Val 


Pro 








10 










15 










20 






Cys 


Tyr 


Lys 


Arg 


Cys 


Lys 


Gin 


Met 


Glu 


Tyr 


Ser 


Asp 


Glu 


Leu 


Glu 


Ala 






25 










30 










35 








He 


He 


Glu 


Glu 


Asp 


Asp 


Gly Asp 


Gly 


Gly 


Trp 


Val 


Asp 


Thr 


Tyr 


His 




40 










45 










50 










Asn 


Thr 


Gly 


He 


Thr 


Gly 


He 


Thr 


Glu 


Ala 


Val 


Lys 


Glu 


He 


Thr 


Leu 


55 










60 










65 










70 


Glu 


Asn 


Lys 


Asp 


Asn 


He 


Arg 


Leu 


Gin 


Asp 


Cys 


Ser 


Ala 


Leu 


Cys 


Glu 










75 










80 










85 




Glu 


Glu 


Glu 


Asp 


Glu Asp Glu Gly 


Glu 


Ala 


Ala 


Asp 


Met 


Glu 


Glu 


Tyr 








90 










95 










100 






Glu 


Glu 


Ser 


Gly 


Leu 


Leu 


Glu 


Thr 


Asp 


Glu 


Ala 


Thr 


Leu 


Asp 


Thr 


Arg 






105 










110 










115 








Lys 


He 


Val 


Glu 


Ala 


Cys 


Lys 


Ala 


Lys 


Thr 


Asp 


Ala 


Gly 


Gly 


Glu 


Asp 




120 










125 










130 










Ala 


He 


Leu 


Gin 


Thr 


Arg 


Thr 


Tyr 


Asp 


Leu 


Tyr 


He 


Thr 


Tyr 


Asp 


Lys 


135 










14 0 










145 










150 


Tyr 


Tyr 


Gin 


Thr 


Pro 


Arg 


Leu 


Trp 


Leu 


Phe 


Gly 


Tyr 


Asp 


Glu 


Gin 


Arg 










155 










160 










165 




Gin 


Pro 


Leu 


Thr 


Val 


Glu 


His 


Met 


Tyr 


Glu 


Asp 


He 


Ser 


Gin 


Asp 


His 








170 










175 










180 






Val 


Lys 


Lys 


Thr 


Val 


Thr 


He 


Glu 


Asn 


His 


Pro 


His 


Leu 


Pro 


Pro 


Pro 






185 










190 










195 








Pro 


Met 


Cys 


Ser 


Val 


His 


Pro 


Cys 


Arg 


His 


Ala 


Glu 


Val 


Met 


Lys 


Lys 




200 










205 










210 










He 


He 


Glu 


Thr 


Val 


Ala 


Glu 


Gly 


Gly 


Gly 


Glu 


Leu 


Gly 


Val 


His 


Met 


215 










220 










225 










230 


Tyr 


Leu 


Leu 


He 


Phe 


Leu 


Lys 


Phe 


Val 


Gin 


Ala 


Val 


He 


Pro 


Thr 


He 










235 










240 










245 




Glu 


Tyr 


Asp 


Tyr 


Thr 


Arg 


His 


Phe 


Thr 


Met 















250 255 

<210> 164 
<211> 89 
<212> PRT 

<213> Homo sapiens 
<220> 
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<221> SIGNAL 
<222> -80. .-1 



<400> 164 

Met Arg Thr Arg 

-80 

Pro Arg Arg Pro 

Thr Ser Cys Ser 
-45 

Leu Cys Gly Asp 
-30 

Gin Leu Gly Arg 
-15 

Ser Thr Gin Pro 
1 



Thr Thr Gly Asn 
-75 

Arg Leu Gly Arg 
-60 

Asp Leu Leu Pro 

Gin Leu Gin Gly 
-25 

Gly Leu Leu Ser 
-10 

Val Pro Leu Cys 
5 



Pro Arg Gly Leu 
-70 

Cys Ser Asp Met 
-55 

Trp Glu Gly Val 
-40 

Thr Glu Gly Trp 

Ala Cys Ala Pro 
-5 

Ser 



His Asp Thr Phe 
-65 

Asp Thr Ala Arg 
-50 

Thr Glu Pro Ala 
-35 

Leu Glu Ala Thr 
-20 

Trp Gly Asp Gly 



<210> 165 

<211> 98 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -15. . -1 



<400> 165 

Met Glu Ala Met 

-15 

Gly Phe Leu Trp 
5 

Gin Gly Gly Arg 
20 

His Pro Asp Asp 
35 

Ala Arg Leu Arg 
50 

Arg Arg Glu Leu 
Thr Ala 



Trp Leu Leu Cys 
-10 

Val Trp Asp Ser 

Leu Gly Ala Glu 
25 

Glu Ala Met Phe 
40 

His Trp Val Tyr 
55 

Ser Glu Tyr Thr 
70 



Val Ala Leu Ala 
-5 

Ser Glu Arg Met 
10 

Ser Arg Thr Leu 

Phe Ala Pro Thr 
45 

Leu Leu Cys Phe 
60 

Glu Gly Leu Thr 
75 



Val Leu Ala Trp 
1 

Lys Ser Arg Glu 
15 

Leu Val He Ala 
30 

Val Leu Gly Leu 

Ser Ala Val Phe 
65 

Ser Glu Pro Leu 
80 



<210> 166 

<211> 92 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -36 . . -1 



<400> 166 

Met Leu Val Thr Gin Gly Leu Val 

-35 -30 
Ser Arg Phe Gly Ser Leu Pro Lys 
-20 -15 
Phe Gly Leu Gly Lys Val Ser Tyr 
1 



Tyr Gin Gly Tyr Leu Ala Ala Asn 
-25 

Val Ala Leu Ala Gly Leu Leu Gly 

-10 -5 
He Gly Val Cys Gin Ser Lys Phe 
5 10 
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J. L4. 






Leu Arg Gly Ala Gly 


Phe 


Gly 




Gin 






15 








20 








25 








Asn Arg 


His 


Cys 


Leu 


Leu 


Thr Cys 


Glu 


Glu Cys 


Lys 


He 


Lys 


His 


Gly 


30 










35 






40 










Leu Ser 


Glu 


Lys 


Gly 


Asp 


Ser Gin 


Pro 


Ser Ala 


Ser 










45 








50 






55 












<210> 167 
























<211> 351 
























<212> PRT 
























<213> Homo sapiens 




















<220> 


























<221> SIGNAL 






















<222> -16. .- 


-1 






















<400> 167 
























Met Val 


Pro 


Phe 


He 


Tyr 


Leu Gin 


Ala 


His Phe 


Thr 


Leu 


Cys 


Ser 


Gly 


-15 










-10 






-5 










Trp Ser 


Ser 


Thr 


Tyr 


Arg 


Asp Leu 


Arg 


Lys Gly 


Val 


Tyr 


Val 


Pro 


Tyr 


1 






5 








10 








15 




Thr Gin 


Gly 


Lys 


Trp 


Glu 


Gly Glu 


Leu Gly Thr 


Asp 


Leu 


Val 


Ser 


He 






20 








25 








30 






Pro His 


Gly 


Pro 


Asn 


Val 


Thr Val 


Arg 


Ala Asn 


He 


Ala 


Ala 


He 


Thr 




35 








40 








45 








Glu Ser 


Asp 


Lys 


Phe 


Phe 


He Asn 


Gly 


Ser Asn 


Trp 


Glu 


Gly 


He 


Leu 


50 










55 






60 










Gly Leu 


Ala 


Tyr 


TV T — 

Ala 


Glu 


He Ala 


Arg 


Pro Asp 


Asp 


Ser 


Pro 


Glu 


Pro 


65 








70 






75 










80 


Phe Phe 


Asp 


Ser 


Leu 


Val 


Lys Gin 


Thr 


His Val 


Pro 


Asn 


Leu 


Phe 


Ser 








85 








90 








95 




Leu Gin 


Leu 


Cys 


Gly 


Ala 


Gly Phe 


Pro 


Leu Asn 


Gin 


Ser 


Glu 


Val 


Leu 






100 








105 








110 






Ala Ser 


Val 


Gly 


Cjiy 


Ser 


Met He 


He 


Gly Gly 


He 


Asp 


His 


Ser 


Leu 




115 








120 








125 








Tyr Thr 


Gly 


Ser 


Leu 


Trp 


Tyr Thr 


Pro 


He Arg 


Arg 


Glu 


Trp 


Tyr 


Tyr 


130 










135 






140 










Glu Val 


He 


He 


val 


Arg 


Val Glu 


He Asn Gly 


Gin 


Asp 


Leu 


Lys 


Met 


145 








150 






155 










160 


Asp Cys 


Lys 


Glu 


Tyr 


Asn 


Tyr Asp 


Lys 


Ser He 


Val 


Asp 


Ser 


Gly 


Thr 








165 








170 








175 




Thr Asn 


Leu 


Arg 


Leu 


Pro 


Lys Lys 


Val 


Phe Glu 


Ala 


Ala 


Val 


Lys 


Ser 






180 








185 








190 






lie Lys 


Ala 


Ala 


Ser 


Ser 


Thr Glu 


Lys 


Phe Pro 


Asp 


Gly 


Phe 


Trp 


Leu 




195 








200 








205 








Gly Glu 


Gin 


Leu 


Val 


Cys 


Trp Gin Ala Gly Thr 


Thr 


Pro 


Trp 


Asn 


He 


210 










215 






220 










Phe Pro 


Val 


He 


Ser 


Leu 


Tyr Leu 


Met 


Gly Glu 


Val 


Thr 


Asn 


Gin 


Ser 


225 








230 






235 










240 


Phe Arg 


He 


Thr 


He 


Leu 


Pro Gin 


Gin 


Tyr Leu 


Arg 


Pro 


Val 


Glu 


Asp 








245 








250 








255 




Val Ala 


Thr 


Ser 


Gin 


Asp 


Asp Cys 


Tyr 


Lys Phe 


Ala 


He 


Ser 


Gin 


Ser 






260 








265 








270 






Ser Thr 


Gly 


Thr 


Val 


Met 


Gly Ala Val 


He Met 


Glu 


Gly 


Phe 


Tyr 


Val 




275 








280 








285 








Val Phe 


Asp 


Arg 


Ala 


Arg 


Lys Arg 


He 


Gly Phe 


Ala 


Val 


Ser 


Ala 


Cys 



290 295 300 
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His Val His Asp Glu Phe Arg Thr Ala Ala Val Glu Gly Pro Phe Cys 
305 310 315 320 

His Leu Gly His Gly Arg Leu Trp Leu Gin His Ser Thr Asp Arg 
325 330 335 



<210> 168 

<211> 138 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -47. . -1 



<400> 168 



Met 


Glu 


Lys 


Phe 






-45 




Leu 


Arg 


Thr 


Tyr 




-30 






Leu Gly 


Leu 


Met 


-15 








Cys 


Arg 


Ser 


Leu 








5 


Ala 


Gly 


Leu 


Cys 






20 




Glu 


Leu 


Leu 


His 




35 






Phe 


Gly 


Trp 


Ser 


50 








Met 


Ala 


Ser 


Ala 


Tyr 


Thr 


Leu 


Met 



Val Asp Pro Gly 
-40 

Leu Trp Arg Cys 
-25 

Cys Phe Gly Ala 
-10 

Tyr Pro Thr lie 

Thr Leu Gly Ser 
25 

Gin Lys Leu Glu 
40 

Phe Cys Leu Ala 
55 

Leu Phe lie Trp 
70 

Lys Ala Tyr Arg 



Asn His Asn Ser 

Gin Phe Leu Leu 
-20 

Leu lie Gly Leu 
-5 

Ala Thr Gly lie 
10 

Val Ser Cys Tyr 

Leu Pro Asp Asn 
45 

Cys Val Ser Ala 
60 

Ala Ala His Thr 
75 

Val Ala 
90 



Gly lie Asp Leu 
-35 

Pro Phe Val Ser 

Cys Ala Cys lie 
1 

Leu His Leu Leu 
15 

Val Ala Gly He 
30 

Val Ser Gly Glu 

Pro Leu Gin Phe 
65 

Asn Arg Arg Glu 
80 



<210> 169 

<211> 101 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -73. .-1 



<400> 169 
Met Asn Leu Glu 
-70 

Lys Tyr Tyr Leu 
-55 

Asn He Phe Trp 
-40 

Glu Gin Ser Gin 
-25 

Leu Phe Trp Val 

Tyr Arg Pro Arg 
10 

Pro Leu Gly Thr 



Arg Val Ser Asn 

Gly Gly Phe Ala 
-50 

Phe Tyr Arg Glu 
-35 

He Lys Gly Tyr 
-20 

He Val Leu Thr 
-5 

Trp Gly Ala Leu 
15 

Pro 



Glu Glu Lys Leu 
-65 

Phe Leu Pro Phe 

Ala Phe Leu Val 
-30 

Val Trp Arg Ser 
-15 

Ser Trp He Thr 
1 

Gly Asp Tyr Leu 



Asn Leu Cys Arg 
-60 

Leu Trp Leu Val 
-45 

Pro Ala Tyr Thr 

Ala Val Gly Phe 
-10 

He Phe Gin He 
5 

Ser Phe Thr He 
20 



139 



25 



<210> 170 
<211> 252 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -68 . . -1 



<400> 170 

Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 

-65 -60 -55 

Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 

-50 -45 -40 

Ser Arg Asn Pro Glu Val Pro Phe Glu Ser Ser Ala Tyr Arg lie Ser 

-35 -30 -25 

Ala Ser Ala Arg Gly Lys Glu Leu Arg Leu lie Leu Ser Pro Leu Pro 
-20 -15 -10 -5 

Gly Ala Gin Pro Gin Gin Glu Pro Leu Ala Leu Val Phe Arg Phe Gly 

15 10 
Met Ser Gly Ser Phe Gin Leu Val Pro Arg Glu Glu Leu Pro Arg His 

15 20 25 

Ala His Leu Arg Phe Tyr Thr Ala Pro Pro Gly Pro Arg Leu Ala Leu 

30 35 40 

Cys Phe Val Asp lie Arg Arg Phe Gly Arg Trp Asp Leu Gly Gly Lys 
45 50 55 60 

Trp Gin Pro Gly Arg Gly Pro Cys Val Leu Gin Glu Tyr Gin Gin Phe 

65 70 75 

Arg Glu Asn Val Leu Arg Asn Leu Ala Asp Lys Ala Phe Asp Arg Pro 

80 85 90 

lie Cys Glu Ala Leu Leu Asp Gin Arg Phe Phe Asn Gly lie Gly Asn 

95 100 105 

Tyr Leu Arg Ala Glu lie Leu Tyr Arg Leu Lys lie Pro Pro Phe Glu 

110 115 120 

Lys Ala Arg Ser Val Leu Glu Ala Leu Gin Gin His Arg Pro Ser Pro 
125 130 135 140 

Glu Leu Thr Leu Ser Gin Lys lie Arg Thr Lys Leu Gin Asn Ser Asp 

145 150 155 

Leu Leu Glu Leu Cys His Ser Val Pro Lys Glu Val Val Gin Leu Gly 

160 165 170 

Glu Ala Lys Asp Gly Ser Asn Leu Cys Phe Ser Lys 
175 180 



<210> 171 

<211> 350 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -68. . -1 



<400> 171 

Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 
-65 -60 -55 



140 



Ala 


Cys 


Arg 
-50 


Ala 


Leu 


Val 


Phe 


Gly 
-45 


Gly 


Cys 


Val 


Glu 


Lys 
-40 


Ser 


Ser 


Val 


Ser Arg 


Asn 


Pro 


Glu 


Val 


Pro 


Phe 


Glu 


Ser 


Ser 


Ala 


Tyr 


Arg 


He 


Ser 




-35 










-30 










-25 










Ala 


Ser 


Ala 


Arg 


Gly Lys 


Glu 


Leu 


Arg 


Leu 


He 


Leu 


Ser 


Pro 


Leu 


Pro 


-20 










-15 










-10 










-5 


Gly Ala 


Gin 


Pro 


Gin 


Gin 


Glu 


Pro 


Leu 


Ala 


Leu 


Val 


Phe 


Arg 


Phe 


Gly 










1 








5 










10 






Met 


Ser 


Gly Ser 


Phe 


Gin 


Leu 


Val 


Pro 


Arg 


Glu 


Glu 


Leu 


Pro 


Arg 


His 






15 










20 










25 








Ala 


His 


Leu Arg 


Phe 


Tyr 


Thr 


Ala 


Pro 


Pro 


Gly 


Pro 


Arg 


Leu 


Ala 


Leu 




30 . 










35 










40 










Cys 


Phe 


Val 


Asp 


He 


Arg 


Arg 


Phe 


Gly 


Arg 


Trp 


Asp 


Leu 


Gly 


Gly 


Lys 


45 










50 










55 










60 


Trp 


Gin 


Pro Gly 


Arg Gly 


Pro 


Cys 


Val 


Leu 


Gin 


Glu 


Tyr 


Gin 


Gin 


Phe 










65 










70 










75 




Arg 


Leu 


Lys 


He 
80 


Pro 


Pro 


Phe 


Glu 


Lys 
85 


Ala 


Arg 


Ser 


Val 


Leu 
90 


Glu 


Ala 


Leu 


Gin 


Gin 
95 


His 


Arg 


Pro 


Ser 


Pro 
100 


Glu 


Leu 


Thr 


Leu 


Ser 
105 


Gin 


Lys 


He 


Arg 


Thr 
110 


Lys 


Leu 


Gin 


Asn 


Pro 
115 


Asp 


Leu 


Leu 


Glu 


Leu 
120 


Cys 


His 


Ser 


Val 


Pro 


Lys 


Glu 


Val 


Asp 


Gin 


Leu 


Gly 


Gly 


Arg 


Gly 


Tyr 


Gly 


Ser 


Glu 


Ser 


125 










130 










135 










140 


Gly Glu 


Glu Asp 


Phe 


Ala 


Ala 


Phe 


Arg 


Ala 


Trp 


Leu 


Arg 


Cys 


Tyr 


Gly 










145 










150 










155 




Met 


Pro 


Gly Met 


Ser 


Ser 


Leu 


Gin 


App 


Arg 


His 


Gly 


Arg 


Thr 


He 


Trp 








160 










165 










170 






Phe 


Gin 


Gly Asp 


Pro 


Gly 


Pro 


Leu 


Ala 


Pro 


Lys 


Gly 


Arg 


Lys 


Ser 


Arg 






175 










180 










185 








Lys 


Lys 
190 


Lys 


Ser 


Lys 


Ala 


Thr 
195 


Gin 


Leu 


Ser 


Pro 


Glu 
200 


Asp 


Arg 


Val 


Glu 


Asp 


Ala 


Leu 


Pro 


Pro 


Ser 


Lys 


Ala 


Pro 


Ser 


Lys 


Thr 


Arg 


Arg 


Ala 


Lys 


205 










210 










215 










220 


Arg 


Asp 


Leu 


Pro 


Lys 
225 


Arg 


Thr 


Ala 


Thr 


Gin 
230 


Arg 


Pro 


Glu 


Gly 


Thr 
235 


Ser 


Leu 


Gin 


Gin 


Asp 
240 


Pro 


Glu 


Ala 


Pro 


Thr 
245 


Val 


Pro 


Lys 


Lys 


Gly 
250 


Arg 


Arg 


Lys 


Gly 


Arg 
255 


Gin 


Ala 


Ala 


Ser 


Gly 
260 


His 


Cys 


Arg 


Pro 


Arg 
265 


Lys 


Val 


Lys 


Ala 


Asp 
270 


He 


Pro 


Ser 


Leu 


Glu 
275 


Pro 


Glu 


Gly 


Thr 


Ser 
280 


Ala 


Ser 







<210> 172 
<211> 390 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -68. . -1 

<400> 172 

Met Pro Glu Gly Pro Glu Leu His Leu Ala Ser Gin Phe Val Asn Glu 

-65 -60 -55 

Ala Cys Arg Ala Leu Val Phe Gly Gly Cys Val Glu Lys Ser Ser Val 
-50 -45 -40 
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Ser 


Arg 


Asn 


Pro 


Glu 


Val 


Pro 


Phe 




-35 










-30 




Ala 


Ser 


Ala 


Arg 


Gly Lys 


Glu 


Leu 


-20 










-15 






Gly Ala 


Gin 


Pro 


Gin 


Gin 


Glu 


Pro 


Met 


Ser 


Gly 


Ser 


1 

Phe 


Gin 


Leu 


Val 






15 










20 


Ala 


His 


Leu 


Arg 


Phe 


Tyr 


Thr 


Ala 




30 










35 




Cys 


Phe 


Val 


Asp 


He 


Arg 


Arg 


Phe 


45 










50 








Gin 


Pro 


Gly 


Arg 


Gly 


Pro 


Cys 










65 










v3X LI 


Asn 


Val 


Leu Arg Asn 


Leu 








80 










He 


Cys 


Glu 


Ala 


Leu 


Leu Asp 


Gin 






95 










100 


Tyr 


Leu 


Arg 


Ala 


Glu 


He 


Leu 


Tyr 




110 










115 




Lys 


Ala 


Arg 


Ser 


Val 


Leu 


Glu 


Ala 


125 










130 






Glu 


Leu 


Thr 


Leu 


Ser 


Gin 


Lys 


He 










145 








Leu 


Leu 


Glu 


Leu 


Cys 


His 


Ser 


Val 








160 










Gly Arg 


Gly 


Tyr 


Gly Ser Glu 


Ser 






175 










180 


Arg 


Ala 


Trp 


Leu 


Arg 


Cys 


Tyr 


Gly 




190 










195 




Asp Arg 


His 


Gly 


Arg 


Thr 


He 


Trp 


205 










210 






Ala 


Pro 


Lys 


Gly 


Arg 


Lys 


Ser 


Arg 










225 








Leu 


Ser 


Pro 


Glu 


Asp 


Arg 


Val 


Glu 








240 










Pro 


Ser 


Arg 


Thr 


Arg 


Arg 


Ala 


Lys 






255 










260 


Thr 


Gin 


Arg 


Pro 


Glu Gly Thr 


Ser 




270 










275 




Thr 


Val 


Pro 


Lys 


Lys 


Gly Arg 


Arg 


285 










290 






His 


Cys 


Arg 


Pro 


Arg 


Lys 


Val 


Lys 










305 








Glu Gly 


Thr 


Ser 


Ala 


Ser 







320 



<210> 173 

<211> 190 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -82 . . -1 

<400> 173 



Glu 


Ser 


Ser 


Ala 


Tyr 


Arg 


He 


Ser 








-25 










Arg 


Leu 


He 


Leu 


Ser 


Pro 


Leu 


Pro 






-10 










-5 


Leu 


Ala 


Leu 


Val 


Phe 


Arg 


Phe 


Gly 


5 










10 






Pro 


Arg 


Glu 


Glu 


Leu 


Pro 


Arg 


His 










25 








Pro 


Pro 


Gly 


Pro 


Arg 


Leu 


Ala 


Leu 








40 










Gly Arg 


Trp 


Asp 


Leu 


Gly 


Gly 


Lys 






55 










60 


Val 


Leu 


Gin 


Glu 


Tyr 


Gin 


Gin 


Phe 




70 










75 




Ala 


Asp 


Lys 


Ala 


Phe 


Asp 


Arg 


Pro 


85 










90 






Arg 


Phe 


Phe 


Asn 


Gly 


He 


Gly 


Asn 










105 








Arg 


Leu 


Lys 


He 


Pro 


Pro 


Phe 


Glu 








120 










Leu 


Gin 


Gin 


His 


Arg 


Pro 


Ser 


Pro 






135 










140 


Arg 


Thr 


Lys 


Leu 


Gin 


Asn 


Pro 


Asp 




150 










155 




Pro 


Lys 


Glu 


Val 


Val 


Gin 


Leu 


Gly 


165 










170 






Gly Glu Glu 


Asp 


Phe 


Ala 


Ala 


Phe 










185 








Met 


Pro Gly 


Met 


Ser 


Ser 


Leu 


Gin 








200 










Phe Gin Gly 


Asp 


Pro 


Gly 


Pro 


Leu 






215 










220 


Lys 


Lys 


Lys 


Ser 


Lys 


Ala 


Thr 


Gin 




230 










235 




Asp 


Ala 


Leu 


Pro 


Pro 


Ser 


Lys 


Ala 


245 










250 






Arg Asp 


Leu 


Pro 


Lys 


Arg 


Thr 


Ala 










265 








Leu 


Gin 


Gin 


Asp 


Pro 


Glu 


Ala 


Pro 








280 










Lys 


Gly Arg 


Gin 


Ala 


Ala 


Ser 


Gly 






295 










300 


Ala 


Asp 


He 


Pro 


Ser 


Leu 


Glu 


Pro 




310 










315 
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Met 


Tyr 


Val 


Trp 


Pro 


Cys 


Ala 


Val 


Val 


Leu 


Ala 


Gin 


Tyr 


Leu 


Trp 


Phe 






-80 










-75 










-70 








His 


Arg 


Arg 


Ser 


Leu 


Pro 


Gly 


Lys 


Ala 


He 


Leu 


Glu 


He 


Gly 


Ala 


Gly 




-65 










-60 










-55 










Val 


Ser 


Leu 


Pro Gly 


He 


Leu 


Thr 


Ala 


Lys 


Cys 


Gly 


Ala 


Glu 


Val 


He 


-50 










-45 










-40 










-35 


Leu 


Ser 


Asp 


Ser 


Ser 


Glu 


Leu 


Pro 


His 


Cys 


Leu 


Glu 


Val 


Cys 


Arg 


Gin 










-30 










-25 










-20 




Ser 


Cys 


Gin 


Met 


Asn 


Asn 


Leu 


Pro 


His 


Leu 


Gin 


Val 


Val 


Gly 


Leu 


Thr 








-15 










-10 










-5 






Trp Gly 


His 


He 


Ser 


Trp 


Asp 


Leu 


Leu 


Ala 


Leu 


Pro 


Pro 


Gin 


Asp 


He 






1 








5 










10 










He 


Leu 


Ala 


Ser Asp 


Val 


Phe 


Phe 


Glu 


Pro 


Glu 


Asp 


Phe 


Glu 


Asp 


He 


15 










20 










25 










30 


Leu 


Ala 


Thr 


He 


Tyr 


Phe 


Leu 


Met 


His 


Lys 


Asn 


Pro 


Lys 


Val 


Gin 


Leu 










35 










40 










45 




Trp 


Ser 


Thr 


Tyr 


Gin 


Val 


Arg 


Ser 


Ala 


Asp 


Trp 


Ser 


Leu 


Glu 


Ala 


Leu 








50 










55 










60 






Leu 


Tyr 


Lys 


Trp 


Asp 


Met 


Lys 


Cys 


Val 


His 


He 


Pro 


Leu 


Glu 


Ser 


Phe 






65 










70 










75 








Asp 


Ala 


Asp 


Lys 


Glu 


Asp 


He 


Ala 


Glu 


Ser 


Thr 


Leu 


Pro 


Gly 


Arg 


His 




80 










85 










90 










Thr 


Val 


Glu 


Met 


Leu 


Val 


He 


Ser 


Phe 


Ala 


Lys 


Asp 


Ser 


Leu 






95 










100 










105 













<210> 174 
<211> 285 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -232 . . -1 



<400> 174 

Met Gly Cys Val Phe Gin Ser Thr Glu Asp Lys Arg He Phe Lys He 

-230 -225 -220 

Asp Trp Thr Leu Ser Pro Gly Glu His Ala Lys Asp Glu Tyr Val Leu 

-215 -210 -205 

Tyr Tyr Tyr Ser Asn Leu Ser Val Pro He Gly Arg Phe Gin Asn Arg 
-200 -195 -190 -185 

Val His Leu Met Gly Asp Asn Leu Cys Asn Asp Gly Ser Leu Leu Leu 

-180 -175 -170 

Gin Asp Val Gin Glu Ala Asp Gin Gly Thr Tyr He Cys Glu He Arg 

-165 -160 -155 

Leu Lys Gly Glu Ser Gin Val Phe Lys Lys Ala Val Val Leu His Val 

-150 -145 -140 

Leu Pro Glu Glu Pro Lys Glu Leu Met Val His Val Gly Gly Leu He 

-135 -130 -125 

Gin Met Gly Cys Val Phe Gin Ser Thr Glu Val Lys His Val Thr Lys 
-120 -115 -110 -105 

Val Glu Trp He Phe Ser Gly Arg Arg Ala Lys Glu Glu He Val Phe 

-100 -95 -90 

Arg Tyr Tyr His Lys Leu Arg Met Ser Ala Glu Tyr Ser Gin Ser Trp 

-85 -80 -75 

Gly His Phe Gin Asn Arg Val Asn Leu Val Gly Asp He Phe Arg Asn 
-70 -65 -60 
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Asp Gly Ser 


He 


Met 


Leu Gin Gly Val Arg 


Glu 


Ser 


Asp 


Gly Gly Asn 


-55 






-50 




-45 










Tyr Thr Cys 


Ser 


He 


His Leu Gly Asn Leu 


Val 


Phe 


Lys 


Lys 


Thr 


He 


-40 






-35 


-30 










-25 


Val Leu His 


Val 


Ser 


Pro Glu Glu Pro Arg 


Thr 


Leu 


Val 


Thr 


Pro 


Ala 






-20 


-15 










-10 




Ala Leu Arg 


Pro 


Leu 


Val Leu Gly Gly Asn 


Gin 


Leu 


Val 


He 


He 


Val 




-5 




1 






5 








Glv lie Val 


Cys 


Ala 


Thr He Leu Leu Leu 


Pro 


Val 


Leu 


He 


Leu 


He 


10 






15 




20 










Val Lys Lys 


Thr 


Cys 


Gly Asn Lys Ser Ser 


Val 


Asn 


Ser 


Thr 


Val 


Leu 


25 






30 


35 










40 


Val Lys Asn 


Thr 


Lys 


Lys Thr Asn Pro Lys 


Lys 


Lys 


Lys 












45 


50 














<210> 175 




















<211> 153 




















<212> PRT 




















<213> Homo sapiens 
















<400> 175 




















Met Gly Cys 


Val 


Phe 


Gin Ser Thr Val Asp 


Lys 


Cys 


He 


Phe 


Lys 


He 


1 




5 


10 










15 




Asp Trp Thr 


Leu 


Ser 


Pro Gly Glu His Ala 


Lys 


Asp 


Glu 


Tyr 


Val 


Leu 




20 




25 








30 






Tyr Tyr Tyr 


Ser 


Asn 


Leu Ser Val Pro He 


Gly Arg 


Phe 


Gin 


Asn 


Arg 


35 






40 






45 








Val His Leu 


Met 


Gly 


Asp He Leu Cys Asn 


Asp 


Gly 


Ser 


Leu 


Leu 


Leu 


50 






55 




60 










Gin Asp Val 


Gin 


Glu 


Ala Asp Gin Gly Thr 


Tyr 


He 


Cys 


Glu 


He 


Arg 


65 






70 


75 










80 


Leu Lys Gly Glu 


Ser 


Gin Val Phe Lys Lys 


Ala 


Val 


Val 


Leu 


His 


Val 






85 


90 










95 




Leu Pro Glu 


Glu 


Pro 


Lys Glu Leu Met Val 


His 


Val 


Gly 


Gly Leu 


He 




100 




105 








110 






Gin Met Gly Cys 


Val 


CILKS O^ll XXIJ. \>J7J.U 


Val 


Lys 


His 


Val 


Thr 


Lys 


115 






120 






125 








Val Glu Trp 


He 


Phe 


Ser Gly Arg Arg Ala 


Lys 


Val 


Thr 


Arg 


Arg 


Lys 


130 






135 




140 










His His Cys 


Val 


Arg 


Glu Gly Ser Gly 














145 






150 














<210> 176 




















<211> 49 




















<212> PRT 




















<213> Homo sapiens 
















<221> UNSURE 


















<222> 3 




















<223> Xaa = 


any 


one 


of the twenty amino 


acids 










<400> 176 




















Met Leu Xaa 


Gly Asp 


His Arg Ala Leu Leu 


Leu 


Lys 


He 


Trp 


Leu 


Leu 


1 




5 


10 










15 




Gin Arg Pro 


Glu 


Ser 


Gin Glu Gly Leu Leu 


Pro Gly 


Arg 


Leu 


Val 


Val 




20 




25 








30 






Met Glu Arg Arg Val 


Lys Met Thr Ser Cys 


Pro 


Ser 


Cys 


Pro Arg 


Phe 
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35 40 45 

Cys 



<210> 177 
<211> 99 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -24 . . -1 

<400> 177 

Met Lys Ser Ala Lys 
-20 

Ser Leu Asn Thr Leu 
-5 

lie Cys Gly Asp Leu 
10 

Ser Cys Tyr Glu Val 
25 

Arg Cys Glu Thr Phe 
45 

Phe Lys Leu Lys lie 
60 

Pro Pro Arg 
75 

<210> 178 
<211> 95 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -37 . . -1 

<400> 178 

Met Ala Ser Pro Ala 
-35 

Val Trp Pro Arg Arg 
-20 

Arg Leu Gly Asp Thr 
-5 

Ser Cys Val Arg Ser 
15 

Pro Cys Leu Gin Gin 
30 

Arg Ser Phe Pro Leu 
45 

<210> 179 
<211> 121 
<212> PRT 

<213> Homo sapiens 
<220> 



Leu Gly Phe Leu Leu 
-15 

Leu Leu Gly Gly Val 
1 

Lys Asp Pro Cys Lys 
15 

His Phe Arg Tyr Phe 
30 

Val Phe Ser Gly Cys 
50 

Glu Arg Glu Val Ala 
65 



Arg Phe Phe lie Phe Cys 
-10 

Asn Lys lie Ala Glu Lys 
5 

Leu Asp Met Asn Phe Gly 
20 

Tyr Asn Arg Thr Ser Lys 
35 40 
Asn Gly Asn Leu Asn Asn 
55 

Cys Val Ala Lys Tyr Lys 
70 



Val 


Asn 


Arg Trp 


Lys 


Arg Pro 


Arg 


Leu 


Lys 


Pro 






-30 






-25 








Leu 


Glu 


Ser Trp 


Leu 


Leu Leu 


Asp 


Ala 


Leu 


Leu 




-15 






-10 










Lys 


Lys 


Lys Arg 


Gin 


Pro Glu 


Ala 


Ala 


Thr 


Lys 


1 






5 








10 




Ser 


Cys 


Gly Gly 


Pro 


Ser Gly Asp Gly 


Pro 


Pro 






20 








25 






Pro Asp 


Pro Arg Ala 


Leu Ser 


Gin 


Ala 


Phe 


Ser 






35 






40 








Phe 


Pro 


Ser Leu 


Ala 


Gly Lys 


Ser 


Met 


He 





50 55 



145 




<221> SIGNAL 
<222> -23 . . -1 

<400> 179 



Met Met Leu Pro 


Gin 


Trp 


Leu 


Leu 


Leu 


Leu 


Phe 


Leu 


Leu 


Phe 


Phe Phe 


-20 










-15 










-10 




Leu Phe Leu Leu 


Thr 


Arg 


Gly 


Ser 


Leu 


Ser 


Pro 


Thr 


Lys 


Tyr 


Asn Leu 


-5 








1 








5 








Leu Glu Leu Lys 


Glu 


Ser 


Cys 


He 


Arg 


Asn 


Gin 


Asp 


Cys 


Glu 


Thr Gly 


10 




15 










20 








25 


C*vs Cvs Gin Atct 


Ala 


Pro 


Asp 


Asn 


Cys 


Glu 


Ser 


His 


Cys 


Ala 


Glu Lys 




30 










35 










40 


Gly Ser Glu Gly 


Ser 


Leu 


Cys 


Gin 


Thr 


Gin 


Val 


Phe 


Phe 


Gly 


Gin Tyr 


45 










50 










55 




Arg Ala Cys Pro 


Cys 


Leu 


Arg 


Asn 


Leu 


Thr 


Cys 


He 


Tyr 


Ser 


Lys Asn 


60 








65 










70 






Glu Lys Trp Leu 


Ser 


He 


Ala 


Tyr 


Gly 


Arg 


Cys 


Gin 


Lys 


He 


Gly Arg 


75 






80 










85 








Gin Lys Leu Ala 


Lys 


Lys 


Met 


Phe 


Phe 














90 




95 




















<210> 180 
























<211> 59 
























<212> PRT 
























<213> Homo sapiens 






















<400> 180 
























Met lie Leu Cys 


Phe 


Leu 


Leu 


Pro 


His 


His 


Arg 


Leu 


Gin 


Glu 


Ala Arg 


1 


5 










10 










15 


Gin He Gin Val 


Leu 


Lys 


Met 


Leu 


Pro 


Arg 


Glu 


Lys 


Leu 


Arg 


Arg Arg 


20 










25 










30 




Glu Glu Arg Lys 


Gin 


He 


Asn 


Gly 


Lys 


Lys 


Glu 


Arg 


Thr 


Lys 


Tyr Glu 


35 








40 










45 






Thr Pro Arg Lys 


Arg 


Glu 


Gly 


Lys 


Lys 


Lys 


Lys 










50 






55 


















<210> 181 
























<211> 86 
























<212> PRT 
























<213> Homo sapiens 






















<220> 
























<221> SIGNAL 
























<222> -14. . -1 
























<400> 181 
























Met Val Ala Leu 


Asn 


Leu 


He 


Leu 


Val 


Pro 


Cys 


Cys 


Ala 


Ala 


Trp Cys 




-10 










-5 










1 


Asp Pro Arg Arg 


He 


His 


Ser 


Gin 


Asp 


Asp 


Val 


Pro 


Arg 


Ser 


Ser Ala 


5 








10 










15 






Ala Asp Thr Gly 


Ser 


Ala 


Met 


Gin 


Arg 


Arg 


Glu 


Ala 


Trp 


Ala 


Gly Trp 


20 






25 










30 








Arg Arg Ser Gin 


Pro 


Phe 


Ser 


Val 


Gly 


Leu 


Pro 


Ser 


Ala 


Glu 


Arg Leu 


35 




40 










45 








50 


Glu Asn Gin Pro 


Gly Lys 


Leu 


Ser 


Trp 


Arg 


Ser 


Leu 


Val 


Gly 


Glu Gly 




55 










60 










65 


Tyr Arg He Cys 


Asp 


Leu 





















146 



70 



<210> 182 
<211> 165 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -58 . . -1 



<400> 182 
Met Thr Arg Leu 
-55 

Pro Val Pro Pro 
-40 

Val Arg Pro Pro 
-25 

Asp Ser Val Leu 
-10 

Phe Ser Thr Thr 
10 

Thr Phe Asp Leu 
25 

Lys Leu Leu Thr 
40 

Gin Gin Glu Ala 
55 

Ser Leu Gin Asp 

Leu Arg Ala Cys 
90 

Leu His Pro Trp 
105 



Cys Leu Pro Arg 

Arg Gly Leu Gly 
-35 

Val Ser Thr Trp 
-20 

Trp Leu Gly Ala 
-5 

Gly Pro Ala Leu 

Leu His Arg Pro 
30 

Arg Gly Gin Ser 
45 

Leu Leu Leu Gin 
60 

Ala Leu Leu Leu 
75 

Gly Met Pro Leu 
Ala 



Pro Glu Ala Arg 
-50 

Ala Gly Glu Gly 

Gly Pro Ser Trp 
-15 

Leu Gly Leu Thr 
1 

Leu Leu Leu Leu 
15 

Ala Gly His Thr 

Gin Gly Ala Gly 
50 

Met Gly Thr Val 
65 

Leu Leu Met Gly 
80 

Thr Leu Leu Gly 
95 



Glu Asp Pro lie 
-45 

Ser Gly Ser Pro 
-30 

Ala Gin Leu Leu 

He Gin Ala Val 
5 

Val Ser Phe Leu 
20 

Leu Pro Gin Arg 
35 

Glu Gly Pro Gly 

Ser Gly Gin Leu 
70 

Leu Gly Pro Leu 
85 

Leu Ala Phe Cys 
100 



<210> 183 

<211> 80 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -35. .-1 



<400> 183 

Met Pro Phe Gin 

-35 

Gly Asp Ser Ser 

Cys Asn Gly Lys 
1 

Gly Ser His Cys 
15 

Thr Thr Arg Lys 
30 



Phe Gly Thr Gin 
-30 

He Glu Leu Glu 
-15 

Glu Met Ser Pro 
5 

Leu Thr He Thr 
20 

Pro Pro Ala Gin 
35 



Pro Arg Arg Phe 
-25 

Pro Gly Leu Ser 
-10 

Thr Arg Gin Leu 

Asp Val Pro Val 
25 

Ser Ser Lys Glu 
40 



Pro Val Glu Gly 
-20 

Ser Ser Ala Ala 
-5 

Arg Arg Cys Pro 
10 

Thr Val Tyr Ala 

Met His Pro Lys 
45 



<210> 184 



147 



<211> 73 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -21, .-1 



<400> 184 
Met Ala Pro Gin 
-20 

Leu Gin Ala Gin 
-5 

Lys Val Cys Glu 
15 

Ser Cys Phe Gin 
30 

Cys Gly Asn lie 
45 



Thr Leu Leu Pro 
-15 

Gly Gly Tyr Arg 
1 

Lys Arg Pro Ser 

Lys Cys Glu Thr 
35 

Cys Met Ser lie 
50 



Val Leu Val Leu 
-10 

Asp Lys Met Arg 
5 

lie Asp Leu Cys 
20 

Asn Lys lie Cys 
Leu 



Cys Val Leu Leu 

Met Gin Arg lie 
10 

lie His His Cys 
25 

Cys Ser Ala Phe 
40 



<210> 185 
<211> 98 
<212> PRT 

<213> Homo sapiens 



<400> 185 

Met Leu Gly Ala 

1 

lie Ser Lys Arg 
20 

Tyr Val Pro Asp 
35 

Leu Pro Asp Leu 
50 

Leu Gly Pro Gly 
65 

Pro Thr Phe His 
Gly Tyr 



Glu Thr Glu Glu 
5 

Glu Gin Leu Glu 

Leu Gly Gin Val 
40 

Pro Gly lie Ala 
55 

lie Ala Pro Ser 
70 

Thr Glu Val Ala 
85 



Lys Leu Phe Asp 
10 

Gin Gin Val Pro 
25 

Pro Glu lie Asp 

Asn Asp Leu Met 
60 

Ala Pro Gly Thr 
75 

Glu Pro Leu Lys 
90 



Ala Pro Leu Ser 
15 

Glu Asn Tyr Phe 
30 

Val Pro Ser Tyr 
45 

Tyr lie Ala Asp 

lie Pro Glu Leu 
80 

Thr Tyr Lys Met 
95 



<210> 186 
<211> 112 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. .-1 



<400> 186 
Met Glu Ser Arg 
-20 

Gly Ala Val Trp 
-5 

Leu Thr Glu Leu 
15 

Pro Gly Leu His 



Val Leu Leu Arg 
-15 

Gly Leu Gly Val 
1 

Glu Leu Gly Glu 
Asn Gly Thr Lys 



Thr Phe Cys Leu 
-10 

Asp Pro Ser Leu 
5 

Ser Thr Thr Gly 
20 

Ala Phe Leu Phe 



lie Phe Gly Leu 

Gin He Asp Val 
10 

Val Arg Gin Val 
25 

Gin Asp Thr Pro 



148 



30 

Arg Ser lie Lys 
45 

Leu Arg Asn Lys 
60 

His Leu Asn Ser 



35 

Ala Ser Thr Ala 
50 

His Glu Phe Thr 
65 

Gly Val He Leu 
80 



Thr Ala Glu Gin 
55 

He Leu Val Thr 
70 

Ser He His His 
85 



40 

Phe Phe Gin Lys 

Leu Lys Gin Thr 
75 

Leu Asp His Arg 
90 



<210> 187 

<211> 70 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -44 . . -1 



<400> 187 

Met Cys Cys Tyr Cys Arg He Phe 
-40 

Val His Cys Gly Met Cys Asn Leu 
-25 

Leu Leu Ser Leu Ser Leu He Thr 

-10 -5 
Arg Gly Ser His Ser Leu Ser Leu 
5 10 
Glu Trp Gly Leu Leu Arg 
25 

<210> 188 
<211> 92 
<212> PRT 

<213> Homo sapiens 



Cys Leu Arg Cys Thr Tyr Phe Pro 

-35 -30 
Arg Tyr Phe Glu Phe Ser Thr Phe 
-20 -15 
Tyr Cys Phe Trp Asp Pro Pro His 
1 

Glu His Thr Pro Leu Asp Phe Leu 
15 20 



<220> 

<221> SIGNAL 
<222> -13 . . -1 



<400> 188 
Met Leu Phe Ser 
-10 

Ser His Leu Asp 
5 

He Tyr Gin Met 
20 

Lys Lys Ala Gly 

Pro Thr Gin His 
55 

Gin Ser Gly Ser 
70 



Leu Ser Leu Leu 

Arg Pro His He 
10 

Ser Ser Gin Gin 
25 

Lys He His Asn 
40 

Leu Ala Lys Pro 

Leu Thr Ser Pro 
75 



Ser Asn Leu Asn 
-5 

Pro Gly Gin Ser 
15 

Leu Gin Gin Gin 
30 

Thr Pro Phe Ala 
45 

Phe Gin Gin He 
60 

Phe Leu Ala Cys 



Gin He Gly Ser 
1 

Ala Gin Leu Phe 

Pro Ser Ala Asn 
35 

Asn Gin Leu Asn 
50 

Leu Pro Gly Arg 
65 



<210> 189 

<211> 207 

<212> PRT 

<213> Homo sapiens 



149 




<220> 

<221> SIGNAL 
<222> -42 . . -1 



<400> 189 

Met His lie Leu Gin Leu Leu Thr Thr Val Asp Asp Gly lie Gin Ala 

-40 -35 -30 

lie Val His Cys Pro Asp Thr Gly Lys Asp lie Trp Asn Leu Leu Phe 

-25 -20 -15 

Asp Leu Val Cys His Glu Phe Cys Gin Ser Asp Asp Pro Pro lie lie 
-10 -5 15 

Leu Gin Glu Gin Lys Thr Val Leu Ala Ser Val Phe Ser Val Leu Ser 

10 15 20 

Ala lie Tyr Ala Ser Gin Thr Glu Gin Glu Tyr Leu Lys lie Glu Lys 

25 30 35 

Val Asp Leu Pro Leu lie Asp Ser Leu lie Arg Val Leu Gin Asn Met 

40 45 50 

Glu Gin Cys Gin Lys Lys Pro Glu Asn Ser Ala Glu Ser Asn Thr Glu 
55 60 65 70 

Glu Thr Lys Arg Thr Asp Leu Thr Gin Asp Asp Leu His Leu Lys lie 

75 80 85 

Leu Lys Asp lie Leu Cys Glu Phe Leu Ser Asn lie Phe Gin Ala Leu 

90 95 100 

Thr Lys Glu Thr Val Ala Gin Gly Val Lys Glu Gly Gin Leu Ser Lys 

105 110 115 

Gin Lys Cys Ser Ser Ala Phe Gin Asn Leu Leu Pro Phe Tyr Ser Pro 

120 125 130 

Val Val Glu Asp Phe lie Lys lie Leu Arg Glu Val Asp Lys Ala Leu 
135 140 145 150 

Ala Asp Asp Leu Glu Lys Asn Phe Pro Ser Leu Lys Val Gin Thr 
155 160 165 



<210> 190 
<211> 201 
<212> PRT 

<213> Homo sapiens 



<400> 190 

Met Gin Val Ala 

1 

Arg Thr Met Glu 
20 

Leu Asn Glu Glu 
35 

Ser Gly Glu Met 
50 

Asn Lys Gin lie 
65 

Asn Val Lys Ser 

Gly Leu Gin Lys 
100 

His Leu Ala Val 
115 

Thr Met Glu Leu 
130 

Thr Pro Gly Ser 



Leu Lys Glu Asp 
5 

Ser Asn Gin Lys 

Leu Leu Ser Lys 
40 

Gly Leu Asn Lys 
55 

Ser Leu Leu Thr 
70 

Ala Ala Asp Leu 
85 

Ser Val Ala Ser 

Glu Ala Leu Gin 
120 

Leu Gin Ser Asp 
135 

Asn Gin lie lie 



Leu Asp Ala Leu 
10 

Ser Ser Phe Gin 
25 

Gin Lys Gin Leu 

Val Trp lie Asn 
60 

Ser Ala Val Asn 
75 

lie Ser Leu Pro 
90 

lie Gly Asn Thr 
105 

Lys Thr Val Asp 

Met Asn Gin His 
140 

Pro Ser Pro Ser 



Lys Glu Lys Phe 
15 

Glu lie Pro Lys 
30 

Glu Lys lie Glu 
45 

He Thr Glu Met 

His Leu Lys Ala 
80 

Thr Thr Val Glu 
95 

Leu Asn Ser Val 
110 

Glu His Lys Lys 
125 

Phe Leu Lys Glu 
Ala Thr Ser Glu 



150 



145 150 
Leu Asp Asn Lys Thr His Ser Glu 
165 

Ser Ala Thr Leu Lys Arg Gin Ser 
180 

Asp Thr Val Lys lie Gin Lys Lys 
195 200 



155 160 
Asn Leu Lys Gin Met Gly Asp Arg 

170 175 
Leu Asp Gin Val Thr Asn Arg Thr 
185 190 
Lys 



<210> 191 

<211> 379 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -37. .-1 



<400> 191 
Met Pro His Ser 
-35 

Gly Ala Gin Lys 
-20 

Leu Trp Gly Leu 
-5 

Leu His Leu Ala 
15 

Ser Leu Ala Glu 
30 

Tyr Trp Arg Thr 
45 

Ala Leu Leu Leu 
60 

Val Gly Pro Pro 

Ala Leu Asn lie 
95 

Ser Ala Val Cys 
110 

Trp Ser Tyr Tyr 
125 

Ala Arg lie Arg 
140 

Ala Val Ser Gin 

Pro Asp Asn Leu 
175 

Leu Pro Gin Gin 
190 

Ser Asn Ser lie 
205 

Cys Val Leu Glu 
220 

Gin Tyr Ser Gin 

Lys Leu Phe Cys 
255 

Ser Gin Asn Asn 



Ser 


Leu 


His 


Pro 








-30 


Ala 


Ala 


Leu 


Val 






-15 




Gly 


Glu 


Pro 


Pro 




1 






Ser 


Leu 


Gin 


Leu 


Glu 


Leu 


Arg 


His 








35 


Val 


Arg 


Ala 


Cys 






50 




Leu 


Ser 


He 


Tyr 




65 






Phe 


Thr 


Trp 


Met 


80 








Leu 


Leu Gly Leu 


Glu 


Lys 


Gly Asn 








115 


He 


Gly Tyr 


Leu 






130 




Thr 


Tyr 


Asn 


Gin 




145 






Arg 


Leu 


Tyr 


He 


160 








Ser 


Met 


Ala 


Asp 


Thr 


Gly Asp Arg 








195 


Tyr 


Glu 


Leu 


Leu 






210 




Tyr 


Ala 


Thr 


Pro 




225 






Ala 


Gly 


Phe 


Ser 


240 








Arg 


Thr 


Leu 


Glu 


Cys 


Arg 


Leu 


He 



Ser He Pro Cys 

Leu Leu Ser Ala 
-10 

Glu His Thr Leu 
5 

Gly Leu Leu Leu 
20 

He His Ser Arg 

Leu Gly Cys Pro 
55 

Phe Tyr Tyr Ser 
70 

Leu Ala Leu Leu 
85 

Lys Gly Leu Ala 
100 

Phe Asn Val Ala 

Arg Leu He Leu 
135 

His Tyr Asn Asn 
150 

Leu Leu Pro Leu 
165 

Pro Asn He Arg 
180 

Ala Gly He Lys 

Glu Asn Gly Gin 
215 

Leu Gin Thr Leu 
230 

Arg Glu Asp Arg 
245 

Asp He Leu Ala 
260 

Ala Tyr Gin Glu 



Pro Arg Gly His 
-25 

Cys Leu Val Thr 

Arg Tyr Leu Val 
10 

Asn Gly Val Cys 
25 

Tyr Arg Gly Ser 
40 

Leu Arg Arg Gly 

Leu Pro Asn Ala 
75 

Gly Leu Ser Gin 
90 

Pro Ala Glu He 
105 

His Gly Leu Ala 
120 

Pro Glu Leu Gin 

Leu Leu Arg Gly 
155 

Asp Cys Gly Val 
170 

Phe Leu Asp Lys 
185 

Asp Arg Val Tyr 
200 

Arg Ala Gly Thr 

Phe Ala Met Ser 
235 

Leu Glu Gin Ala 
250 

Asp Ala Pro Glu 
265 

Pro Ala Asp Asp 



151 



270 275 280 

Ser Ser Phe Ser Leu Ser Gin Glu Val Leu Arg His Leu Arg Gin Glu 

285 290 295 

Glu Lys Glu Glu Val Thr Val Gly Ser Leu Lys Thr Ser Ala Val Pro 
300 305 310 315 

Ser Thr Ser Thr Met Ser Gin Glu Pro Glu Leu Leu Leu Ser Gly Met 

320 325 330 

Gly Lys Pro Leu Pro Leu Arg Thr Asp Phe Ser 
335 340 



<210> 192 
<211> 112 
<212> PRT 

<213> Homo sapiens 



<400> 192 

Met Pro Ser Glu 

1 

Ser Asp Lys Gly 
20 

Glu Asp Val Leu 
35 

Ser Gly Trp Val 
50 

Pro Leu Ser Glu 
65 

Gin Pro Ser Phe 

Pro Ala Ser Pro 
100 



Gly Arg Cys Trp 
5 

Arg Leu Cys Tyr 

Glu Glu Cys Met 
40 

Val Glu His Val 
55 

Thr Ser Pro Ser 
70 

Val Pro Lys Ser 
85 

Ala Thr Pro Asn 



Glu Thr Leu Lys 
10 

Tyr Arg Asp Trp 
25 

Ser Leu Pro Lys 

Leu Pro His Met 
60 

Ser Thr Ser Ala 
75 

Pro Asp Ala Ser 
90 

Gly Thr Lys Gly 
105 



Ala Leu Arg Ser 
15 

Leu Leu Arg Arg 
30 

Leu Ser Ser Tyr 
45 

Gin Glu Asn Gin 

Ser Ala Leu Asp 
80 

Ser Ala Phe Ser 
95 

Lys Lys Lys Lys 
110 



<210> 193 
<211> 43 
<212> PRT 

<213 > Homo sapiens 



<400> 193 

Ser Leu Pro Gin Ala Leu Trp Phe 
1 5 
Ser Leu Glu Ser Pro Gly Met Leu 
20 

Ser Arg lie Met Thr His Arg Ser 
35 40 



Gin Phe Phe Tyr His Ser Gly Ser 

10 15 
Asn Gly Pro Phe Gin His Arg Asn 
25 30 
Ala Glu Lys 



<210> 194 

<211> 51 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -16. . -1 



<400> 194 

Met Leu Arg lie Ala Leu Thr Leu lie Pro Ser Met Leu Ser Arg Ala 

-15 -10 -5 

Ala Gly Trp Cys Trp Tyr Lys Glu Pro Thr Gin Gin Phe Ser Tyr Leu 



152 



15 10 15 

Cys Leu Pro Cys Leu Ser Trp Asn Lys Lys Gly Asn Val Leu Gin Leu 
20 25 30 

Pro Asn Phe 
35 



<210> 195 
<211> 244 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -18 . . -1 



<400> 195 
Met Ala Asn Pro 
-15 

lie Gly Ala Asp 
1 

Lys Glu Leu Gin 
15 

Gin Pro Gin Pro 

Val Phe lie Asn 
50 

Val Thr Glu Glu 
65 

Phe Arg lie Pro 
80 

Lys Gly Gin Gly 
95 

Tyr Arg Arg Met 

lie Ala Arg Glu 
130 

Glu Trp Arg Met 
145 

Gin Asn lie Arg 
160 

Leu Tyr Thr Pro 
175 

His Leu Asn Leu 

Asp Leu Pro Lys 
210 

Arg Thr Ala Trp 
225 



Lys Leu Leu Gly 

Ser Ala Arg Phe 
5 

Gin Ala Gin Thr 
20 

Gly Phe Cys lie 
35 

lie Cys His Ser 

Glu Leu Leu Gin 
70 

Met Ser Leu Gly 
85 

Cys Thr Ala Tyr 
100 

Gin Asn Ser Asp 
115 

Gly Leu Glu Asp 

Met Lys Asn Arg 
150 

Ser Glu Gin Arg 
165 

Ala Pro Gly Arg 
180 

Trp Leu Glu Ala 
195 

Leu Asp Gly Ala 



Leu Glu Leu Ser 
-10 

Glu Glu Leu Leu 
10 

Thr Arg Pro Glu 
25 

Lys Thr Asn Ser 
40 

Pro Ser lie Pro 
55 

Met Leu Glu Glu 

Glu Pro His Ala 
90 

Asp Val Ala Val 
105 

Phe Leu Arg Glu 
120 

lie Tyr Asn Leu 
135 

Pro Phe Met Gly 

Pro Arg lie Gin 
170 

Ala Glu Ser Gly 
185 

Pro Asp Leu Leu 
200 

Leu Gly Leu Ser 
215 



Glu Ala Glu Ala 
-5 

Leu Gin Ala Ser 

Ser Thr Gin lie 
30 

Ser Glu Gly Lys 
45 

Pro Pro Ala Asp 
60 

Asp Gin Ala Gly 
75 

Glu Leu Asp Ala 

Asn Ser Asp Phe 
110 

Leu Val He Thr 
125 

Gin Leu Asn Pro 
140 

Ser He Ser Gin 
155 

Glu Leu Gly Asp 

Pro Glu Lys Pro 
190 

Leu Ala Glu Val 
205 

Leu Glu He Gly 
220 



<210> 196 

<211> 353 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -34 . . -1 



153 



<400> 196 



Met Glu 


Arg Gly 


Leu 


Lys 


Ser 


Ala 


Asp 


Pro 


Arg 


Asp 


Gly 


Thr 


Gly 


Tyr 








-30 










-25 










-20 




Thr Gly 


Trp Ala Gly 


He 


Ala 


Val 


Leu 


Tyr 


Leu 


His 


Leu 


Tyr 


Asp 


Val 






-15 










-10 










-5 






Phe Gly 


Asp 


Pro 


Ala 


Tyr 


Leu 


Gin 


Leu 


Ala 


His 


Gly 


Tyr 


Val 


Lys 


Gin 




1 








5 










10 










Ser Leu 


Asn 


Cys 


Leu 


Thr 


Lys 


Arg 


Ser 


He 


Thr 


Phe 


Leu 


Cys 


Gly 


Asp 


15 








20 










25 










30 


Ala Gly 


Pro 


Leu 


Ala 


Val 


Ala 


Ala 


Val 


Leu 


Tyr 


His 


Lys 


Met 


Asn 


Asn 








35 










40 










45 




Glu Lys 


Gin Ala Glu Asp 


Cys 


He 


Thr 


Arg 


Leu 


He 


His 


Leu 


Asn 


Lys 






50 










55 










60 






lie Asp 


Pro 


His 


Ala 


Pro 


Asn 


Glu 


Met 


Leu 


Tyr 


Gly 


Arg 


He 


Gly 


Tyr 




65 










70 










75 








lie Tyr 


Ala 


Leu 


Leu 


Phe 


Val 


Asn 


Lys 


Asn 


Phe 


Gly 


Val 


Glu 


Lys 


Thr 


80 










85 










90 










Pro Gin 


Ser 


His 


He 


Gin 


Gin 


He 


Cys 


Glu 


Thr 


He 


Leu 


Thr 


Ser 


Gly 


95 








100 










105 










110 


Glu Asn 


Leu 


Ala 


Arg 


Lys 


Arg 


Asn 


Phe 


Thr 


Ala 


Lys 


Ser 


Pro 


Leu 


Met 








115 










120 










125 




Tyr Glu 


Trp 


Tyr 


Gin 


Glu 


Tyr 


Tyr 


Val 


Gly 


Ala 


Ala 


His 


Gly 


Leu 


Ala 






130 










135 










140 






Gly He 


Tyr 


Tyr 


Tyr 


Leu 


Met 


Gin 


Pro 


Ser 


Leu 


Gin 


Val 


Ser 


Gin 


Gly 




145 










150 










155 








Lys Leu 


His 


Ser 


Leu 


Val 


Lys 


Pro 


Ser 


Val 


Asp 


Tyr 


Val 


Cys 


Gin 


Leu 


160 










165 










170 










Lys Phe 


IT J. KJ 


Ser Gly Asn 


Tyr 


Pro 


Pro 


Cys 


He 


Gly 


Asp 


Asn 


Arg 


Asp 


175 








180 










185 










190 


Leu Leu 


Val 


His 


Trp 


Cys 


His 


Gly 


Ala 


Pro 


Gly 


Val 


He 


Tyr 


Met 


Leu 








195 










200 










205 




He Gin 


Ala 


Tyr 


Lys 


Val 


Phe 


Arg 


Glu 


Glu 


Lys 


Tyr 


Leu 


Cys 


Asp 


Ala 






210 










215 










220 






Tyr Gin 


Cys 


Ala 


Asp 


Val 


He 


Trp 


Gin 


Tyr 


Gly 


Leu 


Leu 


Lys 


Lys 


Gly 




225 










230 










235 








Tyr Gly 


Leu 


Cys 


His 


Gly 


Ser 


Ala 


Gly 


Asn 


Ala 


Tyr 


Ala 


Phe 


Leu 


Thr 


240 










245 










250 










Leu Tyr 


Asn 


Leu 


Thr 


Gin 


Asp 


Met 


Lys 


Tyr 


Leu 


Tyr 


Arg 


Ala 


Cys 


Lys 


255 








260 










265 










270 


Phe Ala 


Glu 


Trp 


Cys 


Leu 


Glu 


Tyr 


Gly 


Glu 


His 


Gly 


Cys 


Arg 


Thr 


Pro 








275 










280 










285 




Asp Thr 


Pro 


Phe 


Ser 


Leu 


Phe 


Glu 


Gly 


Met 


Ala 


Gly 


Thr 


He 


Tyr 


Phe 






290 










295 










300 






Leu Ala 


Asp 


Leu 


Leu 


Val 


Pro 


Thr 


Lvs 


Ala 


Arcr 


Phe 


Pro 


Ala 


Phe 


Glu 




305 










310 










315 








Leu 






























<210> 197 




























<211> 30 




























<212> PRT 




























<213> Homo sapiens 
























<400> 197 




























Met Gin 


Met 


Asp 


Thr 


Phe 


Phe 


Met 


Ser 


Glu 


Lys 


His 


Thr 


His 


Thr 


His 


1 






5 










10 










15 




Thr His 


He 


His 


Thr 


His 


Thr 


Arg 


Lys 


Thr 


Lys 


Lys 


Lys 


Lys 







154 





20 




25 








30 






<210> 198 


















<211> 112 


















<212> PRT 


















<213> Homo sapiens 


















<220> 




















<221> SIGNAL 


















<222> -48. . -1 


















<400> 198 


















Met Gin 


Asp Thr Gly Ser Val 


Val Pro Leu 


His 


Trp 


Phe 


Gly 


Phe 


Gly 




-45 




-40 








-35 






Tyr Ala 


Ala Leu Val 


Ala Ser 


Gly Gly He 


He 


Gly Tyr 


Val 


Lys 


Ala 




-30 




-25 






-20 








Gly Ser 


Val Pro Ser 


Leu Ala 


Ala Gly Leu 


Leu 


Phe 


Gly 


Ser 


Leu 


Ala 


-15 




-10 






-5 










Gly Leu 


Gly Ala Tyr 


Gin Leu 


Ser Gin Asp 


Pro 


Arg 


Asn 


Val 


Trp 


Val 


1 


5 




10 










15 




Phe Leu 


Ala Thr Ser 


Gly Thr 


Leu Ala Gly 


He 


Met 


Gly 


IMC U 








20 




25 








30 






Tyr His 


Ser Gly Lys 


Phe Met 


Pro Ala Gly Leu 


He 


Ala 


Gly 


Ala 


Ser 




35 




40 






45 








Leu Leu 


Met Val Ala 


Lys Val 


Gly Val Ser 


Met 


Phe 


Asn 


Arg 


Pro 


His 


50 




55 






60 










<210> 199 


















<211> 54 


















<212> PRT 


















<213> Homo sapiens 


















<400> 199 


















Glu He 


Ala Gly Tyr Gly Ala 


Glu Gly Phe 


Ser 


Ser 


Val 


Leu 


Gly 


Tyr 


1 


5 




10 










15 




Pro Arg 


Trp His Arg 


Leu Pro 


Pro Gin Ser 


Leu 


Gin 


His 


His 


Gin 


Tyr 




20 




25 








30 






Cys Gin Arg Arg Trp 


Pro Asp 


Arg Arg Cys 


Leu 


Gin 


Ser 


His 


Thr 


Gin 




35 




40 






45 








Ser Ser Gly His Leu 


Pro 

















50 



<210> 200 
<211> 151 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 

<220> 

<221> UNSURE 

<222> -14,46 

<223> Xaa = any one of the twenty amino acids 

<400> 200 



155 



Met 


Ala 


Ala 


Ser 


Thr 


Ser 


Met 


Xaa 


Pro 


Val 


Ala 


Val 


Thr 


Ala 


Ala 


Val 




-20 










-15 










-10 










Ala 


Pro 


Val 


Leu 


Ser 


He 


Asn 


Ser 


Asp 


Phe 


Ser 


Asp 


Leu 


Arg 


Glu 


He 


-5 










1 








5 










10 




Lys 


Lys 


Gin 


Leu 


Leu 


Leu 


He 


Ala 


Gly 


Leu 


Thr 


Arg 


Glu 


Arg 


Gly Leu 








15 










20 










25 






Leu 


His 


Ser 


Ser 


Lys 


Trp 


Ser 


Ala 


Glu 


Leu 


Ala 


Phe 


Ser 


Leu 


Pro 


Ala 






30 










35 










40 








Leu 


Pro 


Xaa 


Gly Gin 


Leu 


Gin 


Pro 


Pro 


Pro 


Pro 


He 


Thr 


Glu 


Glu 


Asp 




45 










50 










55 










Ala 


Gin 


Asp 


Met 


Asp 


Ala 


Tyr 


Thr 


Leu 


Ala 


Lys 


Ala 


Tyr 


Phe 


Asp 


Val 


60 










65 










70 










75 


Lys 


Glu 


Tyr 


Asp 


Arg 


Ala 


Ala 


His 


Phe 


Leu 


His 


Gly 


Cys 


Asn 


Ser 


Lys 










80 










85 










90 




Lys 


Ala 


TVT 
J. y J. 


Phe 


Leu 


Tvr 

xy J. 


Met 


Tvr 


Ser 


Arcr 


Tvr 

i y J. 


Leu 


Val 


Arcr 


Ala 


He 








95 










100 










105 






Leu 


Lys 


Cys 


His 


Ser 


Ala 


Phe 


Ser 


Glu 


Thr 


Ser 


He 


Phe 


Arg 


Thr 


Asn 






110 










115 










120 








Gly 


Lys 


Val 


Lys 


Ser 


Phe 


Lys 






















125 










130 




















<210> 201 




























<211> 228 




























<212> PRT 




























<213> Homo sapiens 
























<220> 






























<221> SIGNAL 


























<222> -25 . . ■ 


-1 


























<400> 201 




























Met 


Ser 


Met 


Ala 


Val 


Glu 


Thr 


Phe 


Gly 


Phe 


Phe 


Met 


Ala 


Thr 


Val 


Gly 


-25 










-20 










-15 










-10 


Leu 


Leu 


Met 


Leu 


Gly Val 


Thr 


Leu 


Pro 


Asn 


Ser 


Tyr 


Trp 


Arg 


Val 


Ser 










-5 










1 








5 






Thr 


Val 


His 


Gly 


Asn 


Val 


He 


Thr 


Thr 


Asn 


Thr 


He 


Phe 


Glu 


Asn 


Leu 






10 










15 










20 








Trp 


Phe 


Ser 


Cys 


Ala 


Thr 


Asp 


Ser 


Leu 


Gly 


Val 


Tyr 


Asn 


Cys 


Trp 


Glu 




25 










30 










35 










Phe 


Pro 


Ser 


Met 


Leu 


Ala 


Leu 


Ser 


Gly 


Tyr 


He 


Gin 


Ala 


Cys 


Arg 


Ala 


40 










45 










50 










55 


Leu 


Met 


He 


Thr 


Ala 


He 


Leu 


Leu 


Gly 


Phe 


Leu 


Gly 


Leu 


Leu 


Leu 


Gly 










60 










65 










70 




lie 


Ala 


Gly 


Leu 


Arg 


Cys 


Thr 


Asn 


He 


Gly 


Gly 


Leu 


Glu 


Leu 


Ser 


Arg 








75 










80 










85 






Lys 


Ala 


Lys 


Leu 


Ala 


Ala 


Thr 


Ala 


Gly 


Ala 


Pro 


His 


He 


Leu 


Ala Gly 






90 










95 










100 








He 


Cys 


Gly 


Met 


Val 


Ala 


He 


Ser 


Trp 


Tyr 


Ala 


Phe 


Asn 


He 


Thr 


Arg 




105 










110 










115 










Asp 


Phe 


Phe 


Asp 


Pro 


Leu 


Tyr 


Pro 


Gly 


Thr 


Lys 


Tyr 


Glu 


Leu 


Gly 


Pro 


120 










125 










130 










135 


Ala 


Leu 


Tyr 


Leu 


Gly Trp 


Ser 


Ala 


Ser 


Leu 


He 


Ser 


He 


Leu 


Gly Gly 










140 










145 










150 




Leu 


Cys 


Leu 


Cys 


Ser 


Ala 


Cys 


Cys 


Cys 


Gly 


Ser 


Asp 


Glu 


Asp 


Pro 


Ala 








155 










160 










165 






Ala 


Ser 


Ala 


Arg 


Arg 


Pro 


Tyr 


Gin 


Ala 


Pro 


Val 


Ser 


Val 


Met 


Pro 


Val 






170 










175 










180 









156 



Ala Thr Ser Asp Gin Glu Gly Asp Ser Ser Phe Gly Lys Tyr Gly Arg 

185 190 195 

Asn Ala Tyr Val 
200 



<210> 202 

<211> 64 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -47. . -1 



<400> 202 

Met His Gly Phe Glu He He Ser 
-45 -40 
Lys Val Ser Gin Gly Pro Leu Phe 

-30 -25 
Pro Val Thr Trp Leu Gly Leu Leu 
-15 -10 
Pro Asp Leu Pro Thr Glu Met Pro 
5 



Leu Lys Glu Glu Ser Pro Leu Gly 
-35 

Asn Val Thr Ser Gly Ser Ser Ser 
-20 

Ser Phe Gin Asn Leu His Cys Phe 

-5 1 
Leu Arg Ala Lys Gly Val Asn Thr 
10 15 



<210> 203 

<211> 146 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -31. . -1 



<400> 203 
Met Met Trp Gin 
-30 

Ala Arg He Leu 
-15 

Val Tyr Tyr Leu 
5 

Leu Ala Val Glu 
20 

Gly Pro Pro Leu 
35 

Phe Val Asp He 
50 

Lys Ser Glu Gly 

Gin Arg Trp His 
85 

Gin He Pro Val 
100 

Lys Glu 
115 



Lys Tyr Ala Gly 
-25 

Phe His Gly Val 
-10 

He Gin Lys Phe 

Gin Leu Gin Ser 
25 

Asn He His Tyr 
40 

Val Asp Ala Lys 
55 

Leu Leu Tyr Val 
70 

Leu Asp Glu Val 

Phe Lys Leu Ser 
105 



Ser Arg Arg Ser 
-20 

Phe Tyr Ala Gly 
-5 

His Ser Arg Ala 
10 

His Pro Glu Ala 

Leu Lys Leu He 
45 

Leu Lys He Pro 
60 

His Ser Ser Arg 
75 

Phe Leu Glu Leu 
90 

Gly Glu Asn Gly 



Met Pro Leu Gly 

Gly Phe Ala He 
1 

Leu Tyr Tyr Lys 
15 

Gin Glu Ala Leu 
30 

Asp Arg Glu Asn 

Val Ser Gly Ser 
65 

Gly Gly Pro Phe 
80 

Lys Asp Gly Gin 
95 

Asp Glu Val Lys 
110 



<210> 204 
<211> 87 



157 



<212> PRT 

<213> Homo sapiens 



<400> 204 

Met Glu Leu Ala Pro Thr Ala Arg Leu Pro Pro Gly His Gly Ser Leu 

15 10 15 

Pro His Gly Val Leu Gly Pro Arg Ala Thr Gly Ser Val Thr His Leu 

20 25 30 

Ser Leu Leu Pro Gin lie Lys Gin Arg Ala Ser Glu Ala Leu Pro Glu 

35 40 45 

Leu Leu Arg Pro Val Thr Pro lie Thr Asn Phe Glu Gly Ser Gin Ser 

50 55 60 

Gin Asp His Ser Gly lie Phe Gly Leu Val Thr Asn Leu Glu Glu Leu 
65 70 75 80 

Glu Val Asp Asp Trp Glu Phe 
85 



<210> 205 

<211> 40 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -27. . -1 



<400> 205 

Met Arg Thr Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr 

-25 -20 -15 

Leu Leu Leu lie Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly 

-10 -5 15 

Leu Ser Leu Arg Ser Ala Met Ser 
10 



<210> 206 
<211> 154 
<212> PRT 

<213> Homo sapiens 



<400> 206 




Met 


Gly 


Ser 


Leu 


1 








Leu 


Cys 


Glu 


Arg 








20 


Asp 


Leu 


Lys 


Arg 






35 




Gly Ala 


Pro 


Ser 




50 






Asp 


Trp 


Gin 


Lys 


65 








Asp 


Glu 


He 


Pro 


Asn 


Lys 


Met 


Arg 








100 


Val 


Gly 


Cys 


He 






115 




His 


Glu 


Thr 


Leu 



Ser Gly Leu Arg 
5 

Asp Val Ser Ser 

He Asn Gly Phe 
40 

Arg Thr Tyr Asn 
55 

Lys He Leu He 
70 

Glu Thr Val Ser 
85 

Val Lys Ser Ser 

Phe Met Val He 
120 

Thr Ser Leu Asn 



Leu Ala Ala Gly 
10 

Ser Leu Arg Leu 
25 

Cys Thr Lys Pro 

Arg Val Pro Leu 
60 

Trp Ser Gly Arg 
75 

Leu Glu Met Leu 
90 

Tyr Leu Met He 
105 

Glu Gly Lys Lys 
Leu Glu Lys Lys 



Ser Cys Phe Arg 
15 

Thr Arg Ser Ser 
30 

Gin Glu Ser Pro 
45 

His Lys Pro Thr 

Phe Lys Lys Glu 
80 

Asp Ala Ala Lys 
95 

Ala Leu Thr Val 
110 

Ala Ala Gin Arg 
125 

Ala Arg Leu Lys 



158 



130 135 140 

Glu Glu Ala Ala Met Lys Ala Lys Thr Glu 
145 150 



<210> 207 

<211> 101 

<212> PRT 

<213> Homo sapiens 

<400> 207 



Met 


Val 


Cys 


Glu 


Lys 


Cys 


Glu 


Lys 


Lys 


Leu Gly Thr 


Val 


He 


Thr 


Pro 


1 








5 










10 






15 




Asp 


Thr 


Trp 


Lys 


Asp 


Gly 


Ala 


Arg 


Asn 


Thr Thr Glu 


Ser 


Gly Gly Arg 








20 










25 






30 






Lys 


Leu 


Asn 


Lys 


Asn 


Lys 


Ala 


Leu 


Thr 


Ser Lys Lys 


Ala 


Arg 


Phe 


Asp 






35 










40 






45 








Pro 


Tyr 


Gly 


Lys 


Asn 


Lys 


Phe 


Ser 


Thr 


Cys Arg He 


Cys 


Lys 


Ser 


Ser 




50 










55 






60 










Val 


His 


Gin 


Pro 


Gly 


Ser 


His 


Tyr 


Cys 


Gin Gly Cys 


Ala 


Tyr 


Lys 


Lys 


65 










70 








75 








80 


Gly 


He 


Cys 


Ala 


Met 


Cys 


Gly 


Lys 


Lys 


Val Leu Asp 


Thr 


Lys 


Asn 


Tyr 










85 










90 






95 




Lys 


Gin 


Thr 


Ser 


Val 





















100 



<210> 208 
<211> 456 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -22 . . -1 

<400> 208 

Met Phe Glu Glu Pro 
-20 

Leu Gly Pro Val He 
-5 

Lys Gly Ser Lys Arg 
15 

Ala Ala Ser Leu Ser 
30 

Glu Glu Glu Glu Glu 
45 

Phe Ala Ser Ala Ser 
60 

Gin Lys Gin Gly Pro 
75 

Lys Lys Lys Cys His 
95 

Asp Glu Lys Arg Lys 
110 

Ala Gin His Leu Asp 
125 

Gly Ser Thr Thr Asn 
140 



Glu Trp Ala Glu Ala 
-15 

Ser Arg Pro Pro Pro 
1 

Arg Gin Leu Leu Ala 
20 

Gin His Pro Pro Ser 
35 

Glu Arg Lys Lys Lys 
50 

Ala Glu Val Gly Lys 
65 

Pro Cys Ser Asp Ser 
80 

Lys Gin Ala Leu Val 
100 

Arg Lys Cys Gin Lys 
115 

Asn Val Asp Gin Thr 
130 

Asp Pro Pro Lys Gin 
145 



Ala 


Pro 


Val 


Ala Ala Gly 






-10 








Ala 


Ala 


Ser 


Ser 


Gin 


Asn 


5 










10 


Thr 


Leu 


Arg Ala 


Leu 


Glu 










25 




Leu 


Cys 


He 


Ser 
40 


Asp 


Ser 


Cys 


Pro 


Lys 
55 


Lys 


Ala 


Ser 


Lys 


Gly 
70 


Lys 


Lys 


Lys 


Cys 


Glu 


Glu 


Glu 


Val 


Glu 


Arg 


85 










90 


Gly Ser 


Asp 


Ser 


Ala 


Glu 










105 




His 


Ala 


Pro 


He 
120 


Asn 


Ser 


Gly Pro 


Lys 


Ala 


Trp 


Lys 






135 








Ser 


Pro 


Gly Ser 


Thr 


Ser 




150 











159 



Pro Lys 


Pro 


Pro 


His 


Thr 


Leu 


Ser Arg 


Lys 


Gin 


Trp 


Arg 


Asn 


Arg 


Gin 


155 








160 










165 










170 


Lys Asn 


Lys 


Arg 


Arg 


Cys 


Lys 


Asn 


Lys 


Phe 


Gin 


Pro 


Pro 


Gin 


Val 


Pro 








175 










180 










185 




Asp Gin 


Ala 


Pro 


Ala 


Glu 


Ala 


Pro 


Thr 


Glu 


Lys 


Thr 


Glu 


Val 


Ser 


Pro 






190 










195 










200 






Val Pro 


Arg 


Thr 


Asp 


Ser 


His 


Gly Ala Arg 


Ala 


Gly 


Ala 


Leu 


Arg 


Ala 




205 










210 










215 








Arg Met 


Ala 


Gin 


Arg 


Leu Asp 


Gly Ala Arg 


Phe 


Arg 


Tyr 


Leu 


Asn 


Glu 


220 










225 










230 










Gin Leu 


Tyr 


Ser 


Gly 


Pro 


Ser 


Ser 


Ala 


Ala 


Gin 


Arg 


Leu 


Phe 


Gin 


Glu 


235 








240 










245 










250 


Asp Pro 


Glu 


Ala 


Phe 


Leu 


Leu 


Tyr 


His 


Arg 


Gly 


Phe 


Gin 


Ser 


Gin 


Val 








255 










260 










265 




Lys Lys 


Trp 


Pro 


Leu 


Gin 


Pro 


Val 


Asp 


Arg 


He 


Ala 


Arg 


Asp 


Leu 


Arg 






270 










275 










280 






Gin Arg 


Pro 


Ala 


Ser 


Leu 


Val 


Val 


Ala 


Asp 


Phe 


Gly 


Cys 


Gly 


Asp 


Cys 




285 










290 










295 








Arg Leu 


Ala 


Ser 


Ser 


He 


Arg 


Asn 


Pro 


Val 


His 


Cys 


Phe 


Asp 


Leu 


Ala 


300 










305 










310 










Ser Leu 


Asp 


Pro 


Arg 


Val 


Thr 


Val 


Cys 


Asp 


Met 


Ala 


Gin 


Val 


Pro 


Leu 


315 








320 










325 










330 


Glu Asp 


Glu 


Ser 


Val 


Asp 


Val 


Ala 


Val 


Phe 


Cys 


Leu 


Ser 


Leu 


Met 


Gly 








335 










340 










345 




Thr Asn 


lie 


Arg 


Asp 


Phe 


Leu 


Glu 


Glu 


Ala 


Asn 


Arg 


Val 


Leu 


Lys 


Pro 






350 










355 










360 






Gly Gly 


Leu 


Leu 


Lys 


Val 


Ala 




v cLJ. 


Ser 


Ser 


Arg 


Phe 


Glu 


Asp 


Val 




365 










370 










375 








Arg Thr 


Phe 


Leu 


Arg 


Ala 


Val 


Thr 


Lys 


Leu 


Gly 


Phe 


Lys 


He 


Val 


Ser 


380 










385 










390 












T .on 


Th-r 

X ill. 




Ser 


His 






T .01 1 


XT IXC 






Gin 




Thr 


395 








400 










405 










410 


Gly Pro 


Pro 


Leu 


Val 


Gly Pro 


Lys 


Ala 


Gin 


Leu 


Ser 


Gly 


Leu 


Gin 


Leu 








415 










420 










425 




Gin Pro 


Cys 


Leu 


Tyr 


Lys 


Arg 


Arg 






















430 


























<210> 209 




























<211> 98 




























<212> PRT 




























<213> Homo sapiens 
























<220> 






























<221> SIGNAL 


























<222> -17. . - 


■1 


























<400> 209 




























Met Pro 


Ser 


Ser 


Phe 


Phe 


Leu 


Leu 


Leu 


Gin 


Phe 


Phe 


Leu 


Arg 


He 


Asp 




-15 










-10 










-5 








Gly Val 


Leu 


He 


Arg 


Met 


Asn 


Asp 


Thr 


Arg 


Leu 


Tyr 


His 


Glu 


Ala 


Asp 


1 








5 










10 










15 


Lys Thr 


Tyr 


Met 


Leu 


Arg 


Glu 


Tyr 


Thr 


Ser 


Arg 


Glu 


Ser 


Lys 


He 


Ser 








20 










25 










30 




Ser Leu 


Met 


His 


Val 


Pro 


Pro 


Ser 


Leu 


Phe 


Thr 


Glu 


Pro 


Asn 


Glu 


He 






35 










40 










45 






Ser Gin 


Tyr 


Leu 


Pro 


He 


Lys 


Glu 


Ala 


Val 


Cys 


Glu 


Lys 


Leu 


He 


Phe 



50 55 60 



160 



Pro Glu Arg lie Asp Pro Asn Pro Ala Asp Ser Gin Lys Ser Thr Gin 

65 70 75 

Val Glu 
80 

<210> 210 
<211> 83 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -29. .-1 



<400> 210 



Met 


Thr 


Leu 


Leu 


Ser 


Phe 


Ala 


Ala 


Phe Thr 


Ala Ala Phe Ser 


Val 


Leu 










-25 








-20 




-15 




Pro 


Cys 


Tyr 


Tyr 


Leu 


Gly 


Leu 


Phe 


Gin Arg 


Ala Leu Ala Ser 


Val 


Phe 








-10 










-5 


1 






Asp 


Pro 


Leu 


Cys 


Val 


Cys 


Ser 


Arg 


Val Leu 


Pro Thr Pro Val 


Cys 


Thr 




5 










10 






15 






Leu 


Val 


Ala 


Thr 


Gin 


Ala 


Glu 


Lys 


lie Leu 


Glu Asn Gly Pro 


Cys 


Pro 


20 










25 








30 




35 


Thr 


Lys 


Glu 


Ala 


Ala 


Gin 


Leu 


Val 


Gly Lys 


Gly Ser Val Ser 


Ala 


Arg 










40 








45 




50 




Asn 


Ala 


Ser 





















<210> 211 

<211> 229 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -23 . . -1 

<400> 211 



Met Gly 


Asp 


Lys 


He 


Trp Leu 


Pro 


Phe 


Pro 


Val 


Leu 


Leu 


Leu 


Ala 


Ala 






-20 








-15 










-10 






Leu Pro 


Pro 


Val 


Leu 


Leu Pro 


Gly Ala Ala 


Gly 


Phe 


Thr 


Pro 


Ser 


Leu 


Asp Ser 


-5 
Asp 


Phe 


Thr 


Phe Thr 


J. 

Leu 


Pro 


Ala 


Gly Gin 


Lys 


Glu 


Cys 


Phe 


10 








15 








20 










25 


Tyr Gin 


Pro 


Met 


Pro 


Leu Lys 


Ala 


Ser 


Leu 


Glu 


He 


Glu 


Tyr 


Gin 


Val 








30 








35 










40 




Leu Asp 


Gly 


Ala 


Gly 


Leu Asp 


He 


Asp 


Phe 


His 


Leu 


Ala 


Ser 


Pro 


Glu 






45 








50 










55 






Gly Lys 


Thr 


Leu 


Val 


Phe Glu 


Gin 


Arg 


Lys 


Ser Asp Gly Val 


His 


Thr 




60 








65 










70 








Val Glu 


Thr 


Glu 


Val 


Gly Asp 


Tyr 


Met 


Phe 


Cys 


Phe 


Asp 


Asn 


Thr 


Phe 


75 








80 










85 










Ser Thr 


He 


Ser 


Glu 


Lys Val 


He 


Phe 


Phe 


Glu 


Leu 


He 


Leu 


Asp 


Asn 


90 








95 








100 










105 


Met Gly 


Glu 


Gin 


Ala 


Gin Glu 


Gin 


Glu 


Asp 


Trp 


Lys 


Lys 


Tyr 


He 


Thr 








110 








115 










120 




Gly Thr 


Asp 


He 


Leu 


Asp Met 


Lys 


Leu 


Glu 


Asp 


He 


Leu 


Glu 


Ser 


He 






125 








130 










135 







161 




Ser Ser lie 


Lys 


Ser 


Arg 


Leu 


Ser 


Lys 


Ser Gly His 


He 


Gin 


He 


Leu 


140 










145 








150 








Leu Arg Ala 


Phe 


Glu 


Ala 


Arg 


Asp 


Arg Asn He 


Gin 


Glu 


Ser 


Asn 


Phe 


155 








160 








165 










Asp Arg Val 


Asn 


Phe 


Trp 


Ser 


Met 


Val 


Asn Leu 


Val 


Val 


Met 


Val 


Val 


170 






175 








180 










185 


Val Ser Ala 


He 


Gin 


Val 


Tyr 


Met 


Leu 


Lys Ser 


Leu 


Phe 


Glu 


Asp 


Lys 






190 










195 








200 




Arg Lys Ser 


Arg 


Thr 























205 



<210> 212 
<211> 152 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 



<400> 212 
Met Ala Gin Leu 
-20 

Ala Ser Leu Phe 
-5 

Val Tyr Tyr Arg 
15 

Phe His Leu Met 
30 

Thr Leu Gin Thr 
45 

Gly Val Met He 
60 

Pro Asn Ala Val 

Lys Ala Leu He 
95 

Ser Val His Thr 
110 

Asn Asp Phe Ser 
125 



Gly Ala Val Val 
-15 

Ser Ala Val His 
1 

Gly Gly Ala Leu 

Leu Pro Phe He 
35 

Asp Glu Val Lys 
50 

Tyr Phe Asp Arg 
65 

His Asp He Val 
80 

Phe Asn Lys He 

Leu Gin Glu Val 
115 

Gin Glu Ser Ser 
130 



Ala Val Ala Ser 
-10 

Lys He Glu Glu 
5 

Leu Thr Ser Thr 
20 

Thr Ser Tyr Lys 

Asn Val Pro Cys 
55 

He Glu Val Val 
70 

Lys Asn Tyr Thr 
85 

His His Glu Leu 
100 

Tyr He Glu Leu 



Ser Phe Phe Cys 

Gly His He Gly 
10 

Ser Gly Pro Gly 
25 

Ser Val Gin Thr 
40 

Gly Thr Ser Gly 

Asn Phe Leu Val 
75 

Ala Asp Tyr Asp 
90 

Asn Gin Phe Cys 
105 

Phe Gly Leu Glu 
120 



<210> 213 

<211> 179 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -54. . -1 



<400> 213 

Met Ala Ala Ser Glu Ala Ala Val Val Ser Ser Pro Ser Leu Lys Thr 

-50 -45 -40 

Asp Thr Ser Pro Val Leu Glu Thr Ala Gly Thr Val Ala Ala Met Ala 

-35 -30 -25 

Ala Thr Pro Ser Ala Arg Ala Ala Ala Ala Val Val Ala Ala Ala Ala 



162 





-20 








-15 










-10 








Arg Thr 


Gly 


Ser 


Glu 


Ala Arg 


Val 


Ser 


Lys 


Ala 


Ala 


Leu 


Ala 


Thr 


Lys 


-5 








1 








5 










10 


Leu Leu 


Ser 


Leu 


Ser 


Gly Val 


Phe 


Ala 


Val 


His 


Lys 


Pro 


Lys 


Gly 


Pro 








15 








20 










25 




Thr Ser 


Ala 


Glu 


Leu 


Leu Asn Arg 


Leu 


Lys 


Glu 


Lys 


Leu 


Leu 


Ala 


Glu 






30 








35 










40 






Ala Gly 


Met 


Pro 


Ser 


Pro Glu 


Trp 


Thr 


Lys 


Arg 


Lys 


Lys 


Gin 


Thr 


Leu 




45 








50 










55 








Lys lie 


Gly 


His 


Gly 


Gly Thr 


Leu 


Asp 


Ser 


Ala 


Ala 


Arg 


Gly 


Val 


Leu 


60 








65 










70 










Val Val 


Gly 


He 


Gly 


Ser Gly Thr 


Lys 


Met 


Leu 


Thr 


Ser 


Met 


Leu 


Ser 


75 








80 








85 










90 


vjj.y ocj. 


Lys 


Arg 


lyr 


Thr Ala 


He 


y 








i->y o 


al A 

a 


Th-r 


ir 








95 








100 










105 




Thr Leu 


Asp 


Ser 


Thr 


Gly Lys 


Val 


Thr 


Glu 


Glu 


Lys 


Pro 


Tyr 


Gly 


Met 






110 








115 










120 






Asn Leu 


He 




























125 


























<210> 214 


























<211> 269 


























<212> PRT 


























<213> Homo sapiens 






















<220> 




























<221> SIGNAL 
























<222> -92 . . - 


-1 
























<400> 214 


























Met lie 


Thr 


His 


Val 


Thr Leu 


Glu 


Asp 


Ala 


Leu 


Ser 


Asn 


Val 


Asp 


Leu 




-90 








-85 










-80 








Leu Glu 


Glu 


Leu 


Pro 


Leu Pro 


Asp 


Gin 


Gin 


Pro 


Cys 


He 


Glu 


Pro 


Pro 


-75 








-70 










-65 










Pro Ser 


Ser 


He 


Met 


Tyr Gin 


Ala 


Asn 


Phe 


Asp 


Thr 


Asn 


Phe 


Glu 


Asp 


-60 








-55 








-50 










-45 


Arg Asn 


Ala 


Phe 


Val 


Thr Gly 


He 


Ala 


Arg 


Tyr 


He 


Glu 


Gin 


Ala 


Thr 








-40 








-35 










-30 




Val His 


Ser 


Ser 


Met 


Asn Glu 


Met 


Leu 


Glu 


Glu 


Gly 


His 


Glu 


Tyr 


Ala 






-25 








-20 










-15 






Val Met 


Leu 


Tyr 


Thr 


Trp Arg 


Ser 


Cys 


Ser 


Arg 


Ala 


He 


Pro 


Gin 


Val 




-10 








-5 










1 








Lys Cys 


Asn 


Glu 


Gin 


Pro Asn 


Arg 


Val 


Glu 


He 


Tyr 


Glu 


Lys 


Thr 


Val 


5 








10 








15 










20 


Glu Val 


Leu 


Glu 


Pro 


Glu Val 


Thr 


Lys 


Leu 


Met 


Lys 


Phe 


Met 


Tyr 


Phe 








25 








30 










35 




Gin Arg 


Lys 


Ala 


He 


Glu Arg 


Phe 


Cys 


Ser 


Glu 


Val 


Lys 


Arg 


Leu 


Cys 






40 








45 










50 






His Ala 


Glu 


Arg 


Arg 


Lys Asp 


Phe 


Val 


Ser 


Glu 


Ala 


Tyr 


Leu 


Leu 


Thr 




55 








60 










65 








Leu Gly 


Lys 


Phe 


He 


Asn Met 


Phe 


Ala 


Val 


Leu 


Asp 


Glu 


Leu 


Lys 


Asn 


70 








75 










80 










Met Lys 


Cys 


Ser 


Val 


Lys Asn 


Asp 


His 


Ser 


Ala 


Tyr 


Lys 


Arg 


Ala 


Ala 


85 








90 








95 










100 


Gin Phe 


Leu 


Arg 


Lys 


Met Ala 


Asp 


Pro 


Gin 


Ser 


He 


Gin 


Glu 


Ser 


Gin 








105 








110 










115 




Asn Leu 


Ser 


Met 


Phe 


Leu Ala 


Asn 


His 


Asn 


Arg 


He 


Thr 


Gin 


Cys 


Leu 



163 



120 

His Gin Gin Leu Glu Val He Pro 
135 140 
He Val Asn He Cys Val Asp Tyr 

150 155 
Pro Ser Glu Lys His Met Leu Leu 
165 170 

<210> 215 
<211> 135 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -22 . . -1 



125 130 
Gly Tyr Glu Glu Leu Leu Ala Asp 
145 

Tyr Glu Asn Lys Met Tyr Leu Thr 
160 

Lys Val Lys Leu Pro 
175 



<400> 215 
Met Gin Thr Val 
-20 

Asp Gly Leu Val 
-5 

Glu He Leu Gly 

Phe He Phe Asn 
30 
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85 










90 






Glu Gin 


Phe 


Met 


Glu 


Lys 


Phe 


Val 


Asp 


Pro 


Gly 


Asn 


His 


Asn 


Ser 


Gly 




95 










100 










105 








Xle Asp 


Leu 


Leu 


Arg 


Thr 


Tvr 


Leu 


Trp 


Arg 


Cys 


Gin 


Phe 


Leu 


Leu 


Pro 


110 










115 










120 










Phe Val 


Ser 


Leu 


Gly 


Leu 


Met 


Cys 


Phe Gly 


Ala 


Leu 


He 


Gly 


Leu 


Cys 


125 








130 










135 










140 


Ala Cys 


He 


Cys 


Arg 


Ser 


Leu 


Tyr 


Pro 


Thr 


He 


Ala 


Thr 


Gly 


He 


Leu 








145 










150 










155 




His Leu 


Leu 


Ala 


Asp 


Thr 


Met 


Leu 






















160 


























<210> 225 




























<211> 227 




























<212> PRT 




























<213> Homo sapiens 
























<220> 






























<221> SIGNAL 


























<222> -22. 


-1 


























<400> 225 




























Met Gly 


Trp 


Thr 


Met 


Arg 


Leu 


Val 


Thr 


Ala 


Ala 


Leu 


Leu 


Leu 


Gly 


Leu 




-20 










-15 










-10 








Met Met 


Val 


Val 


Thr 


Gly 


Asp 


Glu 


Asp 


Glu 


Asn 


Ser 


Pro 


Cys 


Ala 


His 


-5 










1 








5 










10 


Glu Ala 


Leu 


Leu 


Asp 


Glu 


Asp 


Thr 


Leu 


Phe 


Cys 


Gin 


Gly 


Leu 


Glu 


Val 








15 










20 










25 




Phe Tyr 


Pro 


Glu 


Leu 


Gly 


Asn 


He 


Gly Cys 


Lys 


Val 


Val 


Pro 


Asp 


Cys 






30 










35 










40 






Asn Asn 


Tyr 


Arg 


Gin 


Lys 


He 


Thr 


Ser 


Trp 


Met 


Glu 


Pro 


He 


Val 


Lys 




45 










50 










55 








Phe Pro 


Gly 


Ala 


Val 


Asp 


Gly 


Ala 


Thr 


Tyr 


He 


Leu 


Val 


Met 


Val 


Asp 


60 










65 










70 










Pro Asp 


Ala 


Pro 


Ser 


Arg 


Ala 


Glu 


Pro 


Arg 


Gin 


Arg 


Phe 


Trp 


Arg 


His 


75 








80 










85 










90 


Trp Leu 


Val 


Thr 


Asp 


He 


Lys 


Gly Ala Asp 


Leu 


Lys 


Lys 


Gly 


Lys 


He 








95 










100 










105 




Gin Gly 


Gin 


Glu 


Leu 


Ser 


Ala 


Tyr 


Gin 


Ala 


Pro 


Ser 


Pro 


Pro 


Ala 


His 






110 










115 










120 






Ser Gly 


Phe 


His 


Arg 


Tyr 


Gin 


Phe 


Phe 


Val 


Tyr 


Leu 


Gin 


Glu 


Gly 


Lys 




125 










130 










135 









170 




Val lie Ser Leu 
140 

Met Asp Arg Phe 
155 

Thr Gin Phe Met 

Pro Arg Glu Arg 
190 

Ala Ala Cys 
205 




Leu Pro Lys Glu 
145 

Leu Asn Arg Phe 
160 

Thr Gin Asn Tyr 
175 

Ala Ser Glu Pro 



Asn Lys Thr Arg 
150 

His Leu Gly Glu 
165 

Gin Asp Ser Pro 
180 

Lys His Lys Asn 
195 



Gly Ser Trp Lys 

Pro Glu Ala Ser 
170 

Thr Leu Gin Ala 
185 

Gin Ala Glu He 
200 



<210> 226 
<211> 74 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -41. . -1 



<400> 226 
Met He Ala Arg 
-40 

Ala Arg Ser Leu 
-25 

He Gly Phe Leu 

Arg Arg Pro He 
10 

Thr Ala Phe Phe 
25 



Arg Asn Pro Val 
-35 

Pro Pro Pro Lys 
-20 

Gly Tyr Cys Ser 
-5 

Ala Thr Ala Gly 
15 

Leu Leu Asp He 
30 



Pro Leu Arg Phe 
-30 

Leu Thr Asp Pro 
-15 

Gly Leu He Asp 
1 

Leu His Arg Gin 
He Leu 



Leu Pro Asp Glu 

Arg Leu Leu Tyr 
-10 

Asn Leu He Arg 
5 

Leu Leu Tyr He 
20 



<210> 227 
<211> 73 
<212> PRT 

<213> Homo sapiens 
<400> 227 

Met Glu Lys Tyr Glu Asn Leu Gly 
1 5 
Met Val Met Lys Cys Arg Asn Lys 
20 

Lys Lys Phe Leu Glu Ser Asp Asp 

35 40 
Met Arg Glu Val Lys Leu Leu Lys 

50 55 
Asn Leu Leu Glu Val Cys Lys Lys 
65 70 



Leu Val Gly Glu Gly Ser Tyr Gly 

10 15 
Asp Thr Gly Arg He Val Ala He 
25 30 
Asp Lys Met Val Lys Lys He Ala 
45 

Gin Leu Arg His Glu Asn Leu Val 
60 

Lys 



<210> 228 

<211> 82 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -16 . . -1 
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<400> 228 

Met Lys Arg Leu Leu Pro Ala Thr Ser Leu Ala Gly Pro Val Leu Ser 

-15 -10 -5 

Thr Leu lie Ala Pro Thr Pro Met Leu Phe Cys Glu Asp Lys Ser Trp 
15 10 15 

Asp Leu Phe Leu Phe Phe Lys Ser His Lys Thr Trp Gly lie Ser Thr 

20 25 30 

Asn Leu Ser Ser Cys Pro Phe Gly Asn Leu Phe Leu Cys Val Gin Phe 

35 40 45 

Val Arg Glu Lys Gin Ser Phe Cys Met Asn Thr Glu Cys Asp Leu Arg 

50 55 60 

Lys Asn 
65 

<210> 229 
<211> 119 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -56 . . -1 

<400> 229 

Met Ala Glu Pro Ser Ala Ala Thr Gin Ser His Ser lie Ser Ser Ser 

-55 -50 -45 

Ser Phe Gly Ala Glu Pro Ser Ala Pro Gly Gly Gly Gly Ser Pro Gly 
-40 -35 -30 -25 

Ala Cys Pro Ala Leu Gly Thr Lys Ser Cys Ser Ser Ser Cys Ala Asp 

-20 -15 -10 

Ser Phe Val Ser Ser Ser Ser Ser Gin Pro Val Ser Leu Phe Ser Thr 

-5 15 
Ser Gin Glu Gly Leu Ser Ser Leu Cys Ser Asp Glu Pro Ser Ser Glu 

10 15 20 

lie Met Thr Ser Ser Phe Leu Ser Ser Ser Glu lie His Asn Thr Gly 
25 30 35 40 

Leu Thr lie Leu His Gly Glu Lys Ser His Val Leu Gly Ser Gin Pro 

45 50 55 

lie Leu Ala Lys Lys Lys Lys 
60 

<210> 230 
<211> 54 
<212> PRT 

<213> Homo sapiens 
<400> 230 

Ala Phe Val Trp Glu Pro Ala Met Val Arg lie Asn Ala Leu Thr Ala 

15 10 15 

Ala Ser Glu Ala Ala Cys Leu lie Val Ser Val Asp Glu Thr lie Lys 

20 25 30 

Asn Pro Arg Ser Thr Val Asp Ala Pro Thr Ala Ala Gly Arg Gly Arg 

35 40 45 

Gly Arg Gly Arg Pro His 
50 
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<210> 231 
<211> 210 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -14 . . -1 



<400> 231 

Met Leu Thr Leu 

Gly Gly Ala Cys 
5 

Arg Gly Glu Met 
20 

Arg Gly Gly Glu 
35 

Arg Glu Asp Asp 

Ser Asp Ser Asp 
70 

Thr Ala Tyr Leu 
85 

Asn Thr Ser lie 
100 

Lys Leu Ala Ser 
115 

Asp Leu Val Ala 

Phe lie Tyr Gin 
150 

Arg Asp Leu Leu 
165 

Lys lie Arg His 

180 
Gin Glu 
195 



Leu Gly Leu Ser 
-10 

lie Tyr Lys Tyr 
10 

Cys Phe Phe Asp 
25 

Pro Asn Phe Leu 
40 

Asn lie Ala lie 
55 

Pro Ala Ala lie 

Asp Leu Leu Leu 
90 

Val Met Pro Pro 
105 

Gly Arg Tyr Leu 
120 

Val Glu Glu He 
135 

Leu Cys Asn Asn 

Leu Gly Phe Asn 
170 

Phe Pro Asn Glu 
185 



Phe He Leu Ala 
-5 

Phe Met Pro Lys 

Ser Glu Asp Pro 
30 

Pro Val Thr Glu 
45 

He Asp Val Pro 
60 

He His Asp Phe 
75 

Gly He Cys Tyr 

Lys Asn Leu Val 
110 

Pro Gin Thr Tyr 
125 

Arg Asp Val Ser 
140 

Arg Lys Ser Phe 
155 

Lys Arg Ala He 

Phe He Val Glu 
190 



Gly Leu He Val 
1 

Ser Thr He Tyr 
15 

Ala Asn Ser Leu 

Glu Ala Asp He 
50 

Val Pro Ser Phe 
65 

Glu Lys Gly Met 
80 

Leu Met Pro Leu 
95 

Glu Leu Phe Gly 

Val Val Arg Glu 
130 

Asn Leu Gly He 
145 

Arg Leu Arg Arg 
160 

Asp Lys Cys Trp 
175 

Thr Lys He Cys 



<210> 232 

<211> 108 

<212> PRT 

<213> Homo sapiens 



<400> 232 

Met Gly Cys Val 

1 

Asp Trp Thr Leu 
20 

Tyr Tyr Tyr Ser 
35 

Val His Leu Met 
50 

Gin Asp Val Gin 
65 

Leu Lys Gly Glu 



Phe Gin Ser Thr 
5 

Ser Pro Gly Glu 

Asn Leu Ser Val 
40 

Gly Asp He Leu 
55 

Glu Ala Asp Gin 
70 

Ser Gin Val Phe 
85 



Glu Asp Lys Cys 
10 

His Ala Lys Asp 
25 

Pro He Gly Arg 

Cys Asn Asp Gly 
60 

Gly Thr Tyr He 
75 

Lys Lys Ala Val 
90 



He Phe Lys He 
15 

Glu Tyr Val Leu 
30 

Phe Gin Asn Arg 
45 

Ser Leu Leu Leu 

Cys Glu He Arg 
80 

Val Leu His Val 
95 
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Leu Pro Glu Glu Pro Lys Gly Thr Gin Met Leu Thr 
100 105 



<210> 233 

<211> 43 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -18. .-1 



<400> 233 

Met Ser Ser Gly Arg Leu Arg Trp Leu Met Pro Val lie Pro Ala Leu 

-15 -10 -5 

Trp Gly Ala Glu Lys Gly Glu Ser Pro Glu Val Ser Ser Phe Glu Thr 

15 10 
Arg Leu Ala Asn Met Ala Lys Pro Cys Leu Tyr 
15 20 25 



<210> 234 

<211> 36 

<212> PRT 

<213> Homo sapiens 



<400> 234 

Met Ser Ala Arg lie Pro Phe Tyr 
1 5 
Gly Ser Thr lie lie Pro His Phe 
20 

Phe Phe Gin lie 
35 



Lys Asp Thr Ser Gin lie Arg Leu 

10 15 
Asn Leu lie Thr Phe Val Lys Thr 
25 30 



<210> 235 

<211> 307 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -13 . . -1 



<400> 235 
Met Leu Ala Val 
-10 

Leu Glu Ser Pro 
5 

Leu Leu Leu Gly 
20 

Arg Leu Phe Glu 

Gly Asp Val Met 
55 

Glu Asn Gly Glu 
70 

Lys Thr Arg Asp 
85 



Ser Leu Thr Val 

lie Asp Pro Gin 
10 

Val Leu His Pro 
25 

Asn Gin Leu Val 
40 

Phe Thr Gly Thr 

He Glu Thr He 
75 

Asp Glu Pro Val 
90 



Pro Leu Leu Gly 
-5 

Pro Leu Ser Phe 
15 

Asn Thr Lys Leu 
30 

Gly Pro Glu Ser 
45 

Ala Asp Gly Arg 
60 

Ala Arg Phe Gly 

Cys Gly Arg Pro 
95 



Ala Met Met Leu 
1 

Lys Glu Pro Pro 

Arg Gin Ala Glu 
35 

He Ala His He 
50 

Val Val Lys Leu 
65 

Ser Gly Pro Cys 
80 

Leu Gly He Arg 
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Ala 


Gly 


Pro 


Asn 


100 








Phe 


Glu 


Val 


Asn 


Glu 


Thr 


Pro 


He 








135 


Val 


Ser 


Gin 


Asp 






1 

X ^ VJ 




Trp 


Gin 


Arg 


Arg 




165 






Gly Arg 


Leu 


Leu 


180 








Leu 


Asp 


Gin 


Leu 


Asp 


Phe 


Val 


Leu 








215 


Tyr Val 


Ser 


Gly 






^ O \J 




Met 


Pro 


Gly 


Phe 




245 






Trp 


Val 


Gly 


Met 


260 








Asp 


Phe 


Leu 


Ser 


Lys 


Lys 


Lys 






Gly 


Thr 


Leu 


Phe 




105 






Pro 


Trp 


Lys 


Arg 


120 








Glu 


Gly Lys 


Asn 


Gly 






He 








155 


Asp 


lyr 


Leu 


Leu 






170 




Glu 


iyr 




Thr 




185 






Arg 


Phe 


Pro 


Asn 


200 








Val 


Ala 


Glu 


Thr 


Leu 


Met 


Lys 


Gly 








235 


Pro 


Asp 


Asn 


He 






250 




Ser 


Thr 


He 


Arg 




265 






Glu 


Arg 


Pro 


Trp 



280 



Val Ala Asp Ala 
110 

Glu Val Lys Leu 
125 

Met Ser Phe Val 
140 

Tyr Phe Thr Asp 

Leu Val Met Glu 
175 

Val Thr Arg Glu 
190 

Gly Val Gin Leu 
205 

Thr Met Ala Arg 
220 

Gly Ala Asp Leu 

Arg Pro Ser Ser 
255 

Pro Asn Pro Gly 
270 

He Lys Arg Met 
285 



Cys Lys Gly Leu 
115 

Leu Leu Ser Ser 
130 

Asn Asp Leu Thr 
145 

Ser Ser Ser Lys 
160 

Gly Thr Asp Asp 

Val Lys Val Leu 
195 

Ser Pro Ala Glu 
210 

He Arg Arg Val 
225 

Phe Val Glu Asn 
240 

Ser Gly Gly Tyr 

Phe Ser Met Leu 
275 

He Phe Lys Ala 
290 



<210> 236 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -32 . . -1 



<400> 236 
Met Phe Ala Pro 
-30 

Gly Tyr Gly Val 
-15 

Leu Arg Glu Phe 
1 

Asp Pro Glu Leu 
20 

Ser Glu Tyr Glu 
35 

He Arg Gly Pro 
50 

Asn Pro Glu Ser 
65 



Ala 


Val 


Met 


Arg 








-25 


Pro 


Met 


Leu 


Leu 






-10 




Ser 


Gin 


He 


Arg 


5 








Glu 


Lys 


Lys 


Leu 


Lys 


He 


Lys 


Asp 








40 


Arg 


Pro 


Trp 


Glu 






55 




Leu 


Lys 


Thr 


Lys 



Ala Phe Arg Lys 

Leu He Val Gly 
-5 

Tyr Asp Ala Val 
10 

Lys Glu Asn Lys 
25 

Ser Lys Phe Asp 

Asp Pro Asp Leu 
60 

Thr Thr 



Asn Lys Thr Leu 
-20 

Gly Ser Phe Gly 

Lys Ser Lys Met 
15 

He Ser Leu Glu 
30 

Asp Trp Lys Asn 
45 

Leu Gin Gly Arg 



<210> 237 

<211> 42 

<212> PRT 

<213> Homo sapiens 



<220> 



175 



<221> SIGNAL 
<222> -19 . . -1 

<400> 237 

Met Asp Leu Arg Gin Phe Leu Met Cys Leu Ser Leu Cys Thr Ala Phe 

-15 -10 -5 

Ala Leu Ser Lys Pro Thr Glu Lys Lys Asp Arg Val His His Glu Pro 

15 10 
Gin Leu Ser Asp Lys Val His Asn Asp lie 
15 20 

<210> 238 
<211> 117 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -20 . . -1 

<400> 238 
Met Asp Asn Arg 
-20 

Leu lie Ser Thr 

Tyr Glu Tyr Arg 
15 

Ser lie Trp Asp 
30 

Asn Asp Ala Leu 
45 

Cys lie Thr lie 

Thr Gly lie Ser 
80 

lie Asp Lys Thr 
95 

<210> 239 
<211> 178 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -37. . -1 

<220> 

<221> UNSURE 

<222> -19,-18,-16,-15 

<223> Xaa = any one of the twenty amino acids 
<400> 239 

Met Glu Arg Gin Ser Arg Val Met Ser Glu Lys Asp Glu Tyr Gin Phe 

-35 -30 -25 

Gin His Xaa Xaa Ala Xaa Xaa Leu Leu Val Phe Asn Phe Leu Leu lie 
-20 -15 -10 



Phe Ala Thr Ala 
-15 

lie Tyr Met Ala 
1 

Ser Pro Val Gin 
20 

Glu Phe lie Ser 
35 

Phe Arg Tyr Asn 
50 

Pro Lys Asn Met 
65 

Leu lie Leu Thr 
Thr 



Phe Val He Ala 
-10 

Ala Ser He Gly 
5 

Glu Asn Ser Ser 

Asp Glu Ala Asp 
40 

Gly Thr Val Gly 
55 

His Trp Tyr Ser 
70 

Ser Val Phe Phe 
85 



Cys Val Leu Ser 
-5 

Thr Asp Phe Trp 
10 

Asp Leu Asn Lys 
25 

Glu Lys Thr Tyr 

Leu Trp Gly Arg 
60 

Pro Pro Glu Arg 
75 

Thr Trp Leu He 
90 
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} 



Leu Thr lie Leu 
-5 

Leu His Glu Thr 
15 

lie Ser Arg Tyr 
30 

Cys Asp Cys Val 
45 

Val Thr Asp Gin 
60 

His Asn lie Asn 

Phe Asp Pro Glu 
95 

His Ala Gly Tyr 
110 

Ser lie Leu Thr 

125 
He Gly 
140 



Thr He Trp Leu 
1 

Gly Gly Ala Met 

Ala Thr Ala Pro 
35 

Lys Leu Thr Phe 
50 

Val Tyr Glu Tyr 
65 

Pro His Gin Gly 
80 

He Phe Phe Asn 

Ser Leu Lys Lys 
115 

Tyr Ala Phe Leu 
130 



Phe Lys Asn His 
5 

Val Tyr Gly Leu 
20 

Thr Asp lie Glu 

Ser Pro Pro Thr 
55 

Lys Tyr Lys Arg 
70 

Asn Ala lie Leu 
85 

Val Leu Leu Pro 
100 

Arg His Phe Phe 

Gly Thr Ala He 
135 



Arg Phe Arg Phe 
10 

He Met Gly Leu 
25 

Ser Gly Thr Val 
40 

Leu Leu Val Asn 

Glu He Ser Gin 
75 

Glu Lys Met Thr 
90 

Pro He He Phe 
105 

Gin Asn Leu Gly 
120 

Ser Cys He Val 



<210> 240 

<211> 126 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -27 . . -1 



<400> 240 

Met Gin Phe Val Asn 
-25 

Val Leu Ala Leu Gly 
-10 

Met Cys Ala Leu Val 
10 

Ala Glu Val Ala Ala 
25 

Glu His Phe Leu Thr 
40 

Gly Ser Gin Glu Asp 
55 

Leu Lys Cys Arg Gly 
70 

Tyr Phe Lys Met His 
90 



Val Gly Tyr Phe Leu He 
-20 

Phe Leu Gly Cys Tyr Gly 
-5 

Thr Phe Phe Phe He Leu 
15 

Ala Val Val Ala Leu Val 
30 

Leu Leu Val Val Pro Ala 
45 

Phe Thr Gin Val Trp Asn 
60 

Phe Thr Asn Tyr Thr Asp 
75 80 
Lys Pro Val Thr Met Lys 
95 



Ala Ala Gly Val Val 
-15 

Ala Lys Thr Glu Ser 
1 5 
Leu Leu He Phe He 
20 

Tyr Thr Thr Met Ala 
35 

He Lys Lys Asp Tyr 
50 

Thr Thr Met Lys Gly 
65 

Phe Glu Asp Ser Pro 
85 

Lys Lys Lys 



<210> 241 

<211> 174 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -115. .-1 
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<400> 241 



Met 


Arg 


Trp 


Ser 


Cys 


Glu 


His 


Leu 


Val 


Met 


Val 


Trp 


He 


Asn 


Ala 


Phe 


-115 








-110 








-105 








-100 


Val 


Met 


Leu 


Thr 


Thr 


Gin 


Leu 


Leu 


Pro 


Ser 


Lys 


Tyr 


Cys 


Asp 


Leu 


Leu 










-95 










-90 










-85 




His 


Lys 


Ser 


Ala 


Ala 


His 


Leu 


Gly Lys 


Trp 


Gin 


Lys 


Leu 


Glu 


His 


Gly 








-80 










-75 










-70 






Ser 


Tyr 


Ser 


Asn 


Ala 


Pro 


Gin 


His 


He 


Trp 


Ser 


Glu 


Asn 


Thr 


He 


Trp 






-65 










-60 










-55 








Pro 


Gin 


Gly 


Val 


Leu 


Val 


Arg 


His 


Ser 


Arg 


Cys 


Leu 


Tyr 


Arg 


Ala 


Met 




-50 










-45 










-40 










Gly Pro 


Tyr 


Asn 


Val 


Ala 


Val 


Pro 


Ser 


Asp 


Val 


Ser 


His 


Ala 


Arg 


Phe 


-35 










-30 










-25 










-20 


Tyr 


Phe 


Leu 


Phe 


His 


Arg 


Pro 


Leu 


Arg 


Leu 


Leu 


Asn 


Leu 


Leu 


He 


Leu 










-15 










-10 










-5 




He 


Glu 


Gly 


Gly Val Val 


Phe 


Tyr 


Gin 


Leu 


Tyr 


Ser 


Leu 


Leu 


Arg 


Ser 








1 








5 










10 








Glu 


Lys 


Trp 


Asn 


His 


Thr 


Leu 


Ser 


Met 


Ala 


Leu 


He 


Leu 


Phe 


Cys 


Asn 




15 










20 










25 










Tyr 


Tyr 


Val 


Leu 


Phe 


Lys 


Leu 


Leu 


Arg 


Asp 


Arg 


He 


Val 


Leu 


Gly 


Arg 


30 










35 










40 










45 


Ala 


Tyr 


Ser 


Tyr 


Pro 


Leu 


Asn 


Ser 


Tyr 


Glu 


Leu 


Lys 


Ala 


Asn 







50 55 



<210> 242 
<211> 896 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. .173 

<220> 

<221> sig_peptide 
<222> 18. .77 
<223> Von Heijne matrix 
score 6 . 5 

seq GLCVLQLTTAVTS/AF 

<220> 

<221> polyA_signal 
<222> 864 . . 869 

<220> 

<221> polyA_site 
<222> 882. .893 

<400> 242 

aaccttcaca gtgtgag atg act agt gtg aac agt get gga tta tgt gtc 50 

Met Pro Ser Val Asn Ser Ala Gly Leu Cys Val 
-20 -15 -10 

ttg cag ttg aca acg gca gtr acc agt gcc ttt tta eta gca aaa gtg 98 
Leu Gin Leu Thr Thr Ala Val Thr Ser Ala Phe Leu Leu Ala Lys Val 

-5 15 
aat act ttc gaa ret ttt etc tea agg gge ttt tgg eta tgt get gee 146 
Asn Pro Phe Glu Xaa Phe Leu Ser Arg Gly Phe Trp Leu Cys Ala Ala 
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10 

cat cat ttc 
His His Phe 
25 

aagtgttacc 
agagggcagc 
ccgaagcagg 
tatgagtact 
aggcaggcag 
ctttattgaa 
tccatgcaca 
ttcagtgaga 



att cat cct tgc 
lie His Pro Cys 
30 

tcaagaagca gaagaagaaa 
acttatacct ggtggtcttt 



15 20 
ctg gat tgagacgtgt tcctgattca 
Leu Asp 



acagactcct gatagttcag gatgcttcag 
ctgatggtca gttttattcc cctcctgaat 



atctgaagaa gctgaagaaa aacaggacag tgagaaacca 



acttttgtta aatgtgaaaa 
tggagtctcc ctgtcgacag 
cagctaataa agatttattt 
tttagttgcc tgcctgtggc 



ctgagcctga 



ctaatcaaaa gacttaatat 
tttcaattca cagaatggaa 
tttaacactc tacatttccc 
taaaaagtgt aataaaatct 



tgtgttaaca 
attgaagtaa 
tttttttgtt 
ttgtttttta 
gacatgtcaa 



accctcacag aaagtcatcg 
taaagttgaa atggtgacgt 
attgtaatac ctcacagacg 
tggtaaggta atgtcatgat 
aataggtgaa gaaagtcttg 
cactttttta gtaagcaaga 
tcatgtctca gatttatttt 
actcatgcac atgtgctctt 
araaaaaaaa mcy 



cttttagaac 
aggcaaaaag 
ccactgctgg 
ttgtaccata 
tcatcctctc 
tgctgtattc 
taccttttta 
gtatttcttt 
tgtacagttt 
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253 
313 
373 
433 
493 
553 
613 
673 
733 
793 
853 
896 



<210> 243 

<211> 851 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 17. .595 



<220> 

<221> sig_peptide 

<222> 17. .85 

<223> Von Heijne matrix 

score 3.70000004768372 
seq FLPPLXRAFACRG/CQ 



<220> 

<221> polyA_signal 
<222> 820. .825 



<220> 

<221> polyA_site 
<222> 840. .851 



<400> 243 

aagggggcgt ggggcc atg gtg gtc ttg egg gcg ggg aag aag acc ttt etc 52 
Met Val Val Leu Arg Ala Gly Lys Lys Thr Phe Leu 

















-20 








-15 








ccc 


cct 


ctm 


wgc 


cgc 


gcc 


ttc 


gcc 


tgc 


cgc 


ggc 


tgt 


caa 


etc 


get 


ccg 


100 


Pro 


Pro 
-10 


Leu 


Xaa 


Arg 


Ala 


Phe 
-5 


Ala 


Cys 


Arg 


Gly 


Cys 
1 


Gin 


Leu 


Ala 


Pro 
5 




gag 


cgc 


ggc 


gcc 


gag 


cgc 


agg 


gat 


aca 


gcg 


ccc 


age 


ggg 


gtc 


tea 


aga 


148 


Glu 


Arg 


Gly Ala 


Glu 


Arg 


Arg 


Asp 


Thr 


Ala 


Pro 


Ser 


Gly 


Val 


Ser 


Arg 












10 










15 










20 






ttc 


tgc 


cct 


cca 


aga 


aag 


tct 


tgc 


cat 


gat 


tgg 


ata 


gga 


ccc 


cca 


gat 


196 


Phe 


Cys 


Pro 


Pro 
25 


Arg 


Lys 


Ser 


Cys 


His 
30 


Asp 


Trp 


He 


Gly 


Pro 
35 


Pro 


Asp 




aaa 


tat 


tea 


aac 


ctt 


cga 


cct 


gtt 


cac 


ttt 


tac 


ata 


cct 


gaa 


aat 


gaa 


244 


Lys 


Tyr 


Ser 
40 


Asn 


Leu 


Arg 


Pro 


Val 
45 


His 


Phe 


Tyr 


He 


Pro 
50 


Glu 


Asn 


Glu 
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tct cca ttg gaa caa 
Ser Pro Leu Glu Gin 
55 

tgg aat caa cag ttc 
Trp Asn Gin Gin Phe 
70 

aaa gaa gaa ttt att 
Lys Glu Glu Phe lie 
90 

aga act gaa tea ggt 
Arg Thr Glu Ser Gly 
105 

gac ttc tac aag gaa 
Asp Phe Tyr Lys Glu 
120 

tat aac aga gat tgg 
Tyr Asn Arg Asp Trp 
135 

gga aaa gtg gcc ctg 
Gly Lys Val Ala Leu 
150 

aag aag agg age aac 
Lys Lys Arg Ser Asn 
170 

aggaagcara tggagctcct ttcacagggg ctctgagaaa aactggagct gatctcaaga 6 95 
agccccacat cttcctaagg ggccccatgg cctgtttggg ggcagggtag gtcctggggc 755 
actgtgggcc gcctgcctgc tgatgtgggc tctaggccag cttgttgtca cgtacgtggt 815 
gtgaaataaa gcccaagcac tgggaaaaaa aaaaaa 851 

<210> 244 
<211> 495 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 89. .334 

<220> 

<221> sig_peptide 

<222> 89. .130 

<223> Von Heijne matrix 

score 3.59999990463257 

seq AFTLXSLLQAALL/CV 

<220> 

<221> polyA_signal 
<222> 462 . .467 

<220> 

<221> polyA_site 
<222> 484 . .495 

<400> 244 

agtaggaasg cgccgsccgt ggaggcgcca cgtcccttgc sgcggcggga gagamatcgc 60 
ttggacttcg gggcggcctc ggacggcc atg gcc ttt acc ctg tas tea ctg 112 

Met Ala Phe Thr Leu Xaa Ser Leu 



aag ett aga aaa tta aga caa gaa aea eaa gaa 2 92 

Lys Leu Arg Lys Leu Arg Gin Glu Thr Gin Glu 

60 65 
tgg gea aac cag aat ttg act ttt agt aag gaa 340 
Trp Ala Asn Gin Asn Leu Thr Phe Ser Lys Glu 
75 80 85 

cae tea aga eta aaa act aaa gge ctg ggc ctg 388 
His Ser Arg Leu Lys Thr Lys Gly Leu Gly Leu 

95 100 
cag aaa gea aea ttg aat gca gaa gaa atg gcg 436 
Gin Lys Ala Thr Leu Asn Ala Glu Glu Met Ala 

110 115 
ttt tta agt aaa aat ttt cag aag cac atg tat 484 
Phe Leu Ser Lys Asn Phe Gin Lys His Met Tyr 

125 130 
tac aag ege aat ttt gee ate acc ttc ttc atg 532 
Tyr Lys Arg Asn Phe Ala lie Thr Phe Phe Met 

140 145 
gaa agg att tgg aac aag ett aaa cag aaa caa 580 
Glu Arg lie Trp Asn Lys Leu Lys Gin Lys Gin 
155 160 165 

taggagtcca ctetgaeeca gccagagtec aggtttccac 635 
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-10 



ctg 


cag 


gca 


gcc 


ctg 


etc 


tgc 


gte 


aac 


gcc 


ate 


gca 


gtg 


ctg 


cac 


gag 


160 


Leu 


Gin 

-5 


Ala 


Ala 


Leu 


Leu 


Cys 
1 


Val 


Asn 


Ala 


He 
5 


Ala 


Val 


Leu 


His 


Glu 
10 




gag 


cga 


ttc 


etc 


aag 


aac 


att 


ggc 


tgg 


gga 


aca 


gac 


cag 


gga 


att 


ggt 


208 


Glu Arg 


Phe 


Leu 


Lys 


Asn 


He 


Gly 


Trp 


Gly 


Thr 


Asp 


Gin 


Gly 


He 


Gly 












15 










20 










25 






gga 


ttt 


gga 


gaa 


gag 


ccg 


gga 


att 


aaa 


tea 


sag 


sta 


atg 


avs 


ett 


att 


256 


Gly Phe 


Gly 


Glu 


Glu 


Pro 


Gly 


He 


Lys 


Ser 


Xaa 


Xaa 


Met 


Xaa 


Leu 


He 










30 










35 










40 








cga 


tct 


gta 


aga 


acc 


gtg 


atg 


aga 


gtg 


cca 


ttg 


ata 


ata 


gta 


aac 


tea 


304 


Arg 


Ser 


Val 
45 


Arg 


Thr 


Val 


Met 


Arg 
50 


Val 


Pro 


Leu 


He 


He 
55 


Val 


Asn 


Ser 




att 


gca 


att 


gtg 


tta 


ett 


tta 


tta 


ttt 


gga 


tgaatwtcat tggagaaaat 


354 


He 


Ala 
60 


He 


Val 


Leu 


Leu 


Leu 
65 


Leu 


Phe 


Gly 

















ggakactcag aaraggacat gccaktaraa kttattaett tggtcattat tggaatattt 414 
atatcttagc tggctgacct tgcacttgtc aaaaatgtaa agctgaaaat aaaaccaggg 474 
tttctattta aaaaaaaaaa a 495 

<210> 245 
<211> 884 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21 . . 614 

<220> 

<221> sig_j)eptide 
<222> 21 . . 83 
<223> Von Heijne matrix 
score 10 

seq LWALAMVTRPASA/AP 

<220> 

<221> polyA_signal 
<222> 849. .854 

<220> 

<221> polyA_site 
<222> 873. .884 

<220> 

<221> misc_feature 
<222> 574 

<223> n=a, g, c or t 
<400> 245 

aataccttag accctcagtc atg cca gtg cct get ctg tge ctg etc tgg gee 53 

Met Pro Val Pro Ala Leu Cys Leu Leu Trp Ala 
-20 -15 
ctg gca atg gtg acc egg cct gcc tea gcg gcc ccc atg ggc ggc cca 101 
Leu Ala Met Val Thr Arg Pro Ala Ser Ala Ala Pro Met Gly Gly Pro 
-10 -5 15 

gaa ctg gca cag eat gag gag ctg ace ctg etc ttc eat ggg acc ctg 14 9 
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• 



Glu Leu Ala Gin His Glu Glu Leu Thr Leu Leu Phe His Gly Thr Leu 

10 15 20 

cag ctg ggc cag gcc etc aac ggt gtg tac agg acc acg gag gga egg 197 
Gin Leu Gly Gin Ala Leu Asn Gly Val Tyr Arg Thr Thr Glu Gly Arg 

25 30 35 

ctg aca aag gcc agg aac age ctg ggt etc tat ggc cgc aca ata gaa 245 
Leu Thr Lys Ala Arg Asn Ser Leu Gly Leu Tyr Gly Arg Thr lie Glu 

40 45 50 

etc ctg ggg cag gag gtc age egg ggc egg gat gea gee cag gaa ett 293 
Leu Leu Gly Gin Glu Val Ser Arg Gly Arg Asp Ala Ala Gin Glu Leu 
55 60 65 70 

egg gea age ctg ttg gaa act car atg gag gag gat att ctg cas ctg 341 
Arg Ala Ser Leu Leu Glu Thr Gin Met Glu Glu Asp lie Leu Xaa Leu 

75 80 85 

cag gea rag gcc aca get gag gtg ctg ggg gag gtg gcc cag gea car 389 
Gin Ala Xaa Ala Thr Ala Glu Val Leu Gly Glu Val Ala Gin Ala Gin 

90 95 100 

aag gtg eta egg gac age gtg cag egg eta daa ktc cag ctg arg asc 437 
Lys Val Leu Arg Asp Ser Val Gin Arg Leu Xaa Xaa Gin Leu Xaa Xaa 

105 110 115 

gcc tgg ctg ggc cct gee tac cga aaa ttt gar gtc tta aag gey ccc 4 85 

Ala Trp Leu Gly Pro Ala Tyr Arg Lys Phe Glu Val Leu Lys Ala Pro 

120 125 130 

cck gam aar car aac cac ate eta tgg gee etc aca ggc cac gtg cak 533 
Pro Xaa Lys Gin Asn His lie Leu Trp Ala Leu Thr Gly His Val Xaa 
135 140 145 150 

egg car arg egg gar atg gtg gea cag cag cwt ckg ctg cna car ate 581 
Arg Gin Xaa Arg Glu Met Val Ala Gin Gin Xaa Xaa Leu Xaa Gin lie 

155 160 165 

cag gar aaa etc cac aca gcg gcg etc eca gcc tgaatctgee tggatggaac 634 
Gin Glu Lys Leu His Thr Ala Ala Leu Pro Ala 

170 175 
tgaggaccaa teatgetgea aggaacaett ccacgccccg tgaggcecet gtgeagggag 694 
gagetgcetg ttcaetggga tcageeaggg cgccgggccc eacttctgag caeagagear 754 
agacagacgc aggeggggae aaaggcagag gatgtagcce eattggggag gggtggagga 814 
aggacatgta cectttcatr metacacacc cctcattaaa geavagtcgt ggcatctcaa 8 74 
aaaaaaaaaa 884 



<210> 246 

<211> 897 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 94. .573 



<220> 

<221> sig_peptide 

<222> 94. .258 

<223> Von Heijne matrix 

score 4.69999980926514 
seq IGILCSLLGTVLL/WV 



<220> 

<221> polyA_signal 
<222> 862. .867 



182 



<220> 

<221> polyA_site 
<222> 886 . .897 

<400> 246 

aagggcggct gcctagcacc cggaagagcc gtcaacttag cgagcgcaac aggctgccgc 60 
tgaggagctg gagctggtgg ggactgggcc gca atg gac aag ctg aag aag gtg 114 

Met Asp Lys Leu Lys Lys Val 
-55 -50 
ctg age ggg cag gac acg gag gac egg age gge ctg tec gag gtt gtt 162 
Leu Ser Gly Gin Asp Thr Glu Asp Arg Ser Gly Leu Ser Glu Val Val 

-45 -40 -35 

gag gca tet tea tta age tgg agt ace agg ata aaa gge ttc att gcg 210 
Glu Ala Ser Ser Leu Ser Trp Ser Thr Arg lie Lys Gly Phe lie Ala 

-30 -25 -20 

tgt ttt get ata gga att etc tge tea ctg ctg ggt act gtt ctg ctg 258 
Cys Phe Ala lie Gly lie Leu Cys Ser Leu Leu Gly Thr Val Leu Leu 

-15 -10 -5 

tgg gtg ecc agg aag gga eta cac etc ttc gca gtg ttt tat ace ttt 306 
Trp Val Pro Arg Lys Gly Leu His Leu Phe Ala Val Phe Tyr Thr Phe 
15 10 15 

ggt aat ate gca tea att ggg agt ace ate ttc etc atg gga cca gtg 354 
Gly Asn lie Ala Ser lie Gly Ser Thr lie Phe Leu Met Gly Pro Val 

20 25 30 

aaa cag ctg aag ega atg ttt gag cet act egt ttg att gca act ate 402 
Lys Gin Leu Lys Arg Met Phe Glu Pro Thr Arg Leu lie Ala Thr lie 

35 40 45 

atg gtg ctg ttg tgt ttt gca ctt acc ctg tgt tet gee ttt tgg tgg 450 
Met Val Leu Leu Cys Phe Ala Leu Thr Leu Cys Ser Ala Phe Trp Trp 

50 55 60 

eat aac aag gga ctt gca ctt ate ttc tge att ttg cag tet ttg gca 4 98 

His Asn Lys Gly Leu Ala Leu lie Phe Cys lie Leu Gin Ser Leu Ala 
65 70 75 80 

ttg acg tgg tac age ctt tec ttc ata cca ttt gca agg gat get gtg 546 
Leu Thr Trp Tyr Ser Leu Ser Phe lie Pro Phe Ala Arg Asp Ala Val 

85 90 95 

aaa aad tgt ttt gee gtg tgt ctt gca taatteatgg ceagttttat 593 
Lys Xaa Cys Phe Ala Val Cys Leu Ala 
100 105 
gaagctttgg aaggeaetat ggacagaage tggtggacag ttttgtwact atcttcgaaa 653 
eetetgtctt aeagacatgt gecttttate ttgcageaat gtgttgettg tgattegaac 713 
atttgagggt tacttttgga ageaacaata eattetegaa ectgaatgte agtagcacag 773 
gatgagaagt gggttetgta tcttgtggag tggaatette cteatgtace tgtttcctct 833 
etggatgttg teeeaetgaa tteeeatgaa tacaaaecta tteagcaaea geaaaaaaaa 893 
aaaa 897 

<210> 247 
<211> 518 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 74. .397 

<220> 
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<221> sig_peptide 

<222> 74. .127 

<223> Von Heijne matrix 

score 7.69999980926514 
seq LLLLPVLGLLVSS/KT 

<220> 

<221> polyA_signal 
<222> 472 . .477 

<220> 

<221> polyA_site 
<222> 507. .518 



<400> 247 

aaagaaagag ctgcsgtgca ggaattcgtg tgccggattt ggttagctga gcccaccgag 60 
aggcgcctgc agg atg aaa get etc tgt etc etc etc etc cct gtc etg 109 
Met Lys Ala Leu Cys Leu Leu Leu Leu Pro Val Leu 
-15 -10 
9SS ctg ttg gtg tet age aag acc etg tgc tec atg gaa gaa gee ate 157 
Gly Leu Leu Val Ser Ser Lys Thr Leu Cys Ser Met 

-5 15 
aat gag agg ate cag gag gtc gee ggc tec eta ata ttt agg gea ata 205 
Asn Glu Arg lie Gin Glu Val Ala Gly Ser Leu lie 

15 20 
age age att ggc cga ggg age gag age gtc ace tee agg ggg gae etg 253 
Ser Ser lie Gly Arg Gly Ser Glu Ser Val Thr Ser 
30 35 

gtc ace ggc tge act tgt ggc tec 3 01 

Val Thr Gly Cys 

gcc gag ace aca tgt cac tge cag 34 9 

Ala Glu Thr Thr 
70 

gcg cgc tge tgt egt gtg cag cec 397 
Ala Arg Cys C 
85 

tgaggtcgcg egeagegegt gcacagcgcg ggeggaggcg getccaggtc eggaggggtt 457 
gcggggg^gc tggaaataaa eetggagatg atgatgatga tgatgatgga aaaaaaaaaa 517 
a 518 



get 


act 


tgc 


cec 


cga 


ggc 


tte 


gee 


Ala 


Thr 


Cys 


Pro 


Arg 


Gly 


Phe 


Ala 






45 










50 


gee 


tgt 


ggc 


teg 


tgg 


gat 


gtg 


cgc 


Ala 


Cys 


Gly 


Ser 


Trp 


Asp 


Val 


Arg 




60 










65 




tgc 


gcg 


ggc 


atg 


gae 


tgg 


acc 


gga 


Cys 


Ala 


Gly 


Met 


Asp 


Trp 


Thr 


Gly 


75 










80 







gaa 


gaa 


gcc 


ate 


Glu 


Glu 


Ala 


He 








10 


ttt 


agg 


gea 


ata 


Phe 


Arg 


Ala 


He 






25 




agg 


ggg 


gae 


etg 


Arg 


Gly 


Asp 


Leu 




40 






act 


tgt 


ggc 


tee 


Thr 


Cys 


Gly 


Ser 


55 








tgt 


cac 


tge 


cag 


Cys 


His 


Cys 


Gin 


egt 


gtg 


cag 


cec 


Arg 


Val 


Gin 


Pro 








90 



<210> 248 

<211> 350 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 51. .242 



<220> 

<221> sig_peptide 
<222> 51. .116 
<223> Von Heijne matrix 
score 6 . 5 

seq SCLCPALFPGTSS/FI 
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<220> 

<221> polyA_signal 

<222> 319. .324 

<220> 

<221> polyA_site 

<222> 339. .350 



<400> 248 

acgtcattcc aaaaccacac ccttgcaaag ctttgtactc 

tec agg cag etc aga tct ctt tec tgc ett tgc 
Ser Arg Gin Leu Arg Ser Leu Ser Cys Leu Cys 
-20 -15 -10 

ggt act tee tec ttt att gta gca etc age tec 
Gly Thr Ser Ser Phe lie Val Ala Leu Ser Ser 

1 5 
ate cet cav agg eas cga tct gat gaa ttg gtt 
lie Pro Xaa Arg Xaa Arg Ser Asp Glu Leu Val 

15 20 
999 tct gee atg gag ttg gea gtc ate aeg gta 
Gly Ser Ala Met Glu Leu Ala Val lie Thr Val 

30 35 
tgattttget gaattttaaa taaaatgaaa accataaatt 
cttgacmact ggectaaata aaaaraetct gactccaaaa 

<210> 249 
<211> 996 
<212> DNA 
<213> Homo sapiens 



egeaccecag atg ate 56 

Met He 
cet gea ctg ttc ecc 104 
Pro Ala Leu Phe Pro 
-5 

cea gee gat ctg tac 152 
Pro Ala Asp Leu Tyr 
10 

ttt gaa tee ear aaa 200 
Phe Glu Ser Gin Lys 
25 

rat gge gta 242 

Xaa Gly Val 

40 

acatratget tttattgach 302 
aaaaaaaa 3 50 



<220> 
<221> CDS 
<222> 111, 



, 191 



<220> 

<221> sig_peptide 

<222> 111. .155 

<223> Von Heijne matrix 

score 5.80000019073486 
seq FLXLMTLTTHVHS/SA 

<220> 

<221> polyA_signal 
<222> 965. .970 

<220> 

<221> polyA_site 
<222> 986 . . 996 



<220> 

<221> misc_feature 
<222> 332 

<223> n=a, g, c or t 
<400> 249 

atccgataca gaacatgeag taatgtggac tgcccaccag aagcaggtga tttccgagct 



60 
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cagcaatgct cagctcataa tgatgtcaag caccatggcc agttttatga atg ggy 116 

Met Gly 
-15 

ttc ctg wgt eta atg acc ctg aca acc cat gtt cac tea agt gcc aag 164 
Phe Leu Xaa Leu Met Thr Leu Thr Thr His Val His Ser Ser Ala Lys 

-10 -5 1 

cca aat gaa caa ccc tgg ttg ttg aac tagcacctaa ggtcttarat 211 
Pro Asn Glu Gin Pro Trp Leu Leu Asn 

5 10 

ggtacgcgtt gctatacaga atctttggat atgtgcatca gtggtttatg ccaaattgtt 271 

ggctgcgatc accagctggg aagcaccgtc aaggaarata actgtggggt ctgcaacrga 331 

natgggtcca cctgccggct ggtccgaggg cartataaat cccakctctc cgcaaccaaa 391 

tcrgatgata ctgtggttgc aattccctat ggaagtakac atattcgcct tgtcttaaaa 451 

ggtcctgatc acttatatct ggaarccawa accctccagg ggactaawgg tgaaaacagt 511 

ctcasctcca caggaacttt ccttgtggac aattctagtg tggacttcca gaawtttcca 571 

gacwdagaga tactgagaat ggctggacca ctcacagcag atttcattgt caawattcgt 631 

aactcgggct ccgctgacag tacagtccag kkcatcttct atcaacccat catccaccga 691 

tggagggara cggatttctt tccttgctca gcaacctgtg gaggaggtta tcagctgaca 751 

tcggctgagt gctacgatct gaggagcaac cgtgtggttg ctgaccaata ctgtcactat 811 

tacccagaga acatcaaacc caaacccaag cttcaggagt gcaacttgga tccttgtcca 871 

gccaggtcag tcaaatttgc tagttcattt gtcataaaca taactcaagt tccaaatagg 931 

ttatttaaat taaaatgaaa cgttttaatt aaaaataaaa tgaaattaaa catcaaaaaa 991 

aaaaa 996 



<210> 250 

<211> 860 

<212> DNA 

< 2 1 3 > Homo sapi ens 



<220> 
<221> CDS 
<222> 45. .602 



<220> 

<221> sig_peptide 
<222> 45. .107 
<223> Von Heijne matrix 
score 8 . 5 

seq LLTIVGLILPTRG/QT 



<220> 

<221> polyA_signal 
<222> 828. .833 



<220> 

<221> polyA_site 
<222> 850. .860 



<400> 250 

acctctctcc acgaggctgc cggcttagga cccccagctc cgac atg teg ccc tct 56 

Met Ser Pro Ser 
-20 

ggt cgc ctg tgt ctt etc acc ate gtt ggc ctg att etc ccc ace aga 104 
Gly Arg Leu Cys Leu Leu Thr lie Val Gly Leu He Leu Pro Thr Arg 

-15 -10 -5 

gga cag aeg ttg aaa gat ace acg tec agt tct tea gea gac tea act 152 
Gly Gin Thr Leu Lys Asp Thr Thr Ser Ser Ser Ser Ala Asp Ser Thr 
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15 10 15 

ate atg gac att cag gtc ccg aca cga gcc cca gat gca gtc tac aca 2 00 

lie Met Asp lie Gin Val Pro Thr Arg Ala Pro Asp Ala Val Tyr Thr 

20 25 30 

gaa etc cag ccc acc tct cca acc cca acc tgg cct get gat gaa aca 248 
Glu Leu Gin Pro Thr Ser Pro Thr Pro Thr Trp Pro Ala Asp Glu Thr 

35 40 45 

cca caa ccc cag acc eag acc cag caa ctg gaa gga aeg gat ggg cct 296 
Pro Gin Pro Gin Thr Gin Thr Gin Gin Leu Glu Gly Thr Asp Gly Pro 

50 55 60 

eta gtg aca gat cca gag aca cac wak age mcc aaa gca get cat ccc 344 
Leu Val Thr Asp Pro Glu Thr His Xaa Ser Xaa Lys Ala Ala His Pro 

65 70 75 

act gat gac acc acg aeg etc tct gag aga cca tec cca age aca kac 3 92 

Thr Asp Asp Thr Thr Thr Leu Ser Glu Arg Pro Ser Pro Ser Thr Xaa 
80 85 90 95 

gtc cat dac aga ecb cba kda cec tea akc eat ctg gtt ttc atg agg 440 
Val His Xaa Arg Pro Xaa Xaa Pro Ser Xaa His Leu Val Phe Met Arg 

100 105 110 

atg ace cct tct tct atg atg aac aca ccc tec gga aac sgg ggc tgt 488 
Met Thr Pro Ser Ser Met Met Asn Thr Pro Ser Gly Asn Xaa Gly Cys 

115 120 125 

tgg teg cag ctg tgc tgt tea tea eag gca tea tea tee tea cca gtg 536 
Trp Ser Gin Leu Cys Cys Ser Ser Gin Ala Ser Ser Ser Ser Pro Val 

130 135 140 

gca agt gca ggc age tgt ccc ggt tat gee gga ate att gca ggt gag 584 
Ala Ser Ala Gly Ser Cys Pro Gly Tyr Ala Gly lie lie Ala Gly Glu 

145 150 155 

tec ate aga aac agg age tgacaaectg ctgggcaeee gaagaccaag 632 
Ser lie Arg Asn Arg Ser 
160 165 

ccccctgcca getcacegtg cccagcetec tgeateeeet egaagagcet ggccagagag 692 
ggaagaeaea gatgatgaag ctggagecag ggctgecggt ccgagtctcc taceteecce 752 
aaccctgccc gceectgaag gctacetggc geettggggg etgtecctca agttatctcc 812 
tctgctaaga caaaaagtaa ageaetgtgg tetttgeaaa aaaaaaaa 860 



<210> 251 

<211> 593 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 24. .560 



<220> 

<221> sig^peptide 

<222> 24. .101 

<223> Von Heijne matrix 

score 10,3999996185303 
seq LLLLLCGPSQDQC/RP 



<220> 

<221> polyA_signal 
<222> 563. .568 



<220> 
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<221> polyA_site 
<222> 583. .593 

<220> 

<221> misc_f eature 
<222> 3,485,517,556 
<223> n=a, g, c or t 

<400> 251 

aanccagctg csgccggcca gcc atg gag act gga gcg ctg egg cgc ccg caa 53 

Met Glu Thr Gly Ala Leu Arg Arg Pro Gin 
-25 -20 



ctt 


etc 


ccg 


ttg 


ctg 


ctg 


ctg 


etc 


tgc 


ggc 


cct 


tee 


cag 


gat 


caa 


tgc 


101 


Leu 


Leu 
-15 


Pro 


Leu 


Leu 


Leu 


Leu 
-10 


Leu 


Cys 


Gly 


Pro 


Ser 
-5 


Gin 


Asp 


Gin 


Cys 




cga 


cct 


gta 


etc 


cag 


aat 


ctg 


ttg 


cag 


age 


cca 


ggc 


ttg 


aca 


tgg 


age 


149 


Arg 


Pro 


Val 


Leu 


Gin 


Asn 


Leu 


Leu 


Gin 


Ser 


Pro 


Gly 


Leu 


Thr 


Trp 


Ser 




1 








5 










10 










15 






ttg 


gaa 


gtg 


ccc 


act 


ggg 


aga 


gaa 


gga 


aag 


gaa 


ggt 


ggg 


gat 


egg 


gga 


197 


Leu 


Glu 


Val 


Pro Thr Gly Arg 


Glu Gly Lys 


Glu 


Gly 


Gly 


Asp 


Arg Gly 










20 










25 










30 








cca 


ggg 


eta 


akt 


ggg 


gee 


act 


cca 


gee 


agg 


age 


cct 


cag 


ggc 


aag 


gag 


245 


Pro 


Gly 


Leu 


Xaa 


Gly Ala 


Thr 


Pro 


Ala 


Arg 


Ser 


Pro 


Gin 


Gly 


Lys 


Glu 








35 










40 










45 










atg 


ggg 


aga 


caa 


agg 


ace 


aga 


aag 


gtg 


aag 


ggc 


cct 


get 


tgg 


akt 


cac 


293 


Met 


Gly 


Arg 


Gin Arg 


Thr 


Arg 


Lys 


Val 


Lys 


Gly 


Pro 


Ala 


Trp 


Xaa 


His 






50 










55 










60 












aca 


gca 


aat 


cag 


gaa 


eta 


aac 


agg 


atg 


agg 


tet 


ctg 


tet 


tet 


ggc 


tec 


341 


Thr 


Ala 


Asn 


Gin 


Glu 


Leu 


Asn 


Arg 


Met 


Arg 


Ser 


Leu 


Ser 


Ser 


Gly 


Ser 




65 










70 










75 










80 




gtg 


cca 


gtg 


ggg 


cat 


ctg 


gag 


ggt 


ggc 


aeg 


gtc 


aag 


ctt 


cag 


aag 


gae 


389 


Val 


Pro 


Val 


Gly His 


Leu 


Glu 


Gly Gly Thr 


Val 


Lys 


Leu 


Gin 


Lys 


Asp 












85 










90 










95 






acg 


ggc 


etc 


cat 


tec 


tgc 


ara 


gat 


ggt 


atg 


get 


tet 


ctt 


gaa 


ggg 


acg 


437 


Thr 


Gly 


Leu 


His 


Ser 


Cys 


Xaa 


Asp 


Gly Met 


Ala 


Ser 


Leu 


Glu 


Gly Thr 










100 










105 










110 








cca 


get 


tea 


gtc 


ctg 


get 


gat 


get 


tgc 


cca 


gga 


ttc 


cat 


gat 


gtg 


a an 


485 


Pro 


Ala 


Ser 
115 


Val 


Leu 


Ala 


Asp 


Ala 
120 


Cys 


Pro 


Gly 


Phe 


His 
125 


Asp 


Val 


Xaa 




gtt 


car 


arg 


gcc 


eta 


ttt 


ggg 


tta 


agt 


ggg 


ana 


rta 


ctg 


tgg 


ctg 


aaa 


533 


Val 


Gin 


Xaa 


Ala 


Leu 


Phe 


Gly 


Leu 


Ser Gly 


Xaa 


Xaa 


Leu 


Trp 


Leu 


Lys 






130 










135 










140 












acc 


cae 


ttc 


tgc 


ctt 


tet 


att 


ana 


ctt 


taaataaact ctgaaracet 




580 


Thr 


His 


Phe 


Cys 


Leu 


Ser 


He 


Xaa 


Leu 



















145 150 

gtaaaaaaaa aaa 593 

<210> 252 
<211> 1114 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 109. .558 

<220> 
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<221> sig_j>eptide 

<222> 109. .273 

<223> Von Heijne matrix 

score 3.70000004768372 
seq VAFMLTLPILVCK/VQ 



<220> 

<221> polyA_site 
<222> 1104. .1114 



<400> 252 

attagctstc caaggtctcc cccagcactg aggagctcgc ctgctgccct cttgcgcgcg 60 
ggaagcagca ccaagttcac ggccaacgcc ttggcactag ggtccaga atg get aca 117 

Met Ala Thr 
-55 

aca gtc cct gat ggt tgc cgc aat ggc ctg aaa tec aag tac tac aga 165 
Thr Val Pro Asp Gly Cys Arg Asn Gly Leu Lys Ser Lys Tyr Tyr Arg 

-50 -45 -40 

ctt tgt gat aag get gaa get tgg ggc ate gtc eta gaa aeg gtg gee 213 
Leu Cys Asp Lys Ala Glu Ala Trp Gly lie Val Leu Glu Thr Val Ala 

-35 -30 -25 

aca gee ggg gtt gtg ace teg gtg gee ttc atg ctg act etc ccg ate 261 
Thr Ala Gly Val Val Thr Ser Val Ala Phe Met Leu Thr Leu Pro lie 
-20 -15 -10 -5 

etc gtc tgc aag gtg cag gae tee aac agg ega aaa atg ctg cct act 3 09 

Leu Val Cys Lys Val Gin Asp Ser Asn Arg Arg Lys Met Leu Pro Thr 

15 10 
cag ttt etc ttc etc ctg ggt gtg ttg ggc ate ttt ggc etc ace ttc 357 
Gin Phe Leu Phe Leu Leu Gly Val Leu Gly lie Phe Gly Leu Thr Phe 

15 20 25 

gcc ttc ate ate gga ctg gac ggg age aca ggg ecc aca cgc ttc ttc 405 
Ala Phe lie lie Gly Leu Asp Gly Ser Thr Gly Pro Thr Arg Phe Phe 

30 35 40 

etc ttt ggg ate etc ttt tec ate tgc ttc tec tgc ctg ctg get eat 453 
Leu Phe Gly lie Leu Phe Ser lie Cys Phe Ser Cys Leu Leu Ala His 
45 50 55 60 

get gtc agt ctg ace aag etc gtc egg ggg agg aaa gee cct ttc cct 501 
Ala Val Ser Leu Thr Lys Leu Val Arg Gly Arg Lys Ala Pro Phe Pro 

65 70 75 

gtt ggt gat tet ggg tet ggc cgt ggg ctt cag cct agt cea gga tgt 549 
Val Gly Asp Ser Gly Ser Gly Arg Gly Leu Gin Pro Ser Pro Gly Cys 

80 85 90 

tat cgc tat tgaatatatt gtectgacca tgaataggac caacgteaat 598 
Tyr Arg Tyr 

95 

gtcttttetg agetttccgc teetcgtcgc aatgaaaact ttgtectcet gctcacctae 658 
ktectcttct tgatggcgct gaecttcete wtgtcctcct tcaccttctg tggtkccttc 718 
acgggctgga avagacatgg ggeccaeate tacctcasga tgctcskcte cattgecate 778 
tgggtggect ggatcaccet gcteatgctt cctgactttg accgerggtg ggatgacaec 83 8 
atcmtcarct ecgccttggs tresaatggc tgggtgttcc tgttggctta tgttagtcec 898 
gagttttggc tgcteacaaa geaackaaac cceatggatt atcctgttga ggatgettte 958 
tgtaaacete aactcgtgaa gaagagctat ggtgtggrga acagagecta skctcaagag 1018 
gaaatcacte aaggttttga agagacaggg gacacgetet atgeccccta tteeacacat 1078 
tttcagctge agaascagec tccccaaaaa aaaaaa 1114 

<210> 253 
<211> 1182 
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<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 128. .835 

<220> 

<221> sig_peptide 

<222> 128. .220 

<223> Von Heijne matrix 

score 4.69999980926514 
seq liAVDSWWLDPGHA/AV 

<220> 

<221> polyA_signal 
<222> 1145 . .1150 

<220> 

<221> polyA_site 
<222> 1170. .1181 

<220> 

<221> misc_feature 

<222> 420 

<223> n=a, g, c or t 



acagccaaca agcgatgctg 6 0 

cgttctgatt ggccgctagt 120 
egg gag gag gag gag 169 
Arg Glu Glu Glu Glu 
-20 

eta gat cct ggc cac 217 
Leu Asp Pro Gly His 
-5 

tct age tec etc ttt 265 
Ser Ser Ser Leu Phe 
15 

eag vrr agt rag ecg 313 
Gin Xaa Ser Xaa Pro 
30 

ctg egg cgc ate cag 361 
Leu Arg Arg lie Gin 
45 

gtg cct acc eca cct 409 
Val Pro Thr Pro Pro 
60 

age teg gae get gee 4 57 

Ser Ser Asp Ala Ala 

75 

cte age eae att gag 505 
Leu Ser His lie Glu 
95 

gag ggg cca eea gge 553 
Glu Gly Pro Pro Gly 
110 



<400> 253 

aagaaetgeg tetcgcgace eaggegeggg tteeeggagg 
eegeegeegt ttcetgattg gttgtgggtg gctacetctt 
gagcaag atg etg age aag ggt etg aag egg aaa 
Met Leu Ser Lys Gly Leu Lys Arg Lys 
-30 -25 
gag aag gaa eet etg gea gtc gae tec tgg tgg 
Glu Lys Glu Pro Leu Ala Val Asp Ser Trp Trp 

-15 -10 
gea gcg gtg gea eag gea ccc ceg gee gtg gee 
Ala Ala Val Ala Gin Ala Pro Pro Ala Val Ala 

15 10 
gae etc tea gtg cte aag etc cac cac age etg 
Asp Leu Ser Val Leu Lys Leu His His Ser Leu 

20 25 
gae etg egg cac etg gtg etg gtc atr aac act 
Asp Leu Arg His Leu Val Leu Val Xaa Asn Thr 

35 40 
gcg tec atg gea ccc gcg get gee etg eca eet 
Ala Ser Met Ala Pro Ala Ala Ala Leu Pro Pro 

50 55 
gea gee ccc ant gtg get gae aac tta etg gea 
Ala Ala Pro Xaa Val Ala Asp Asn Leu Leu Ala 

65 70 
ctt tea gee tee atg gee arm etc etg gar gae 
Leu Ser Ala Ser Met Ala Xaa Leu Leu Glu Asp 
80 85 90 

ggc etg agt eag get ccc caa ccc ttg gea gae 
Gly Leu Ser Gin Ala Pro Gin Pro Leu Ala Asp 
100 105 
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cgt age ate ggg gga wca ccg ccc amc ctg ggt gcc ttg gac ctg ctg 601 
Arg Ser lie Gly Gly Xaa Pro Pro Xaa Leu Gly Ala Leu Asp Leu Leu 

115 120 125 

ggc cca gcc act ggc tgt eta ctg gac aat ggg ctt gag ggc ctg ttt 64 9 

Gly Pro Ala Thr Gly Cys Leu Leu Asp Asn Gly Leu Glu Gly Leu Phe 

130 135 140 

gag gat att gac acc tct atg tat gac aat gaa ctt tgg gca cca gcc 697 
Glu Asp lie Asp Thr Ser Met Tyr Asp Asn Glu Leu Trp Ala Pro Ala 

145 150 155 

tct gag ggc etc aaa cca ggc cct gag gat ggg eeg ggc aag gag gaa 745 
Ser Glu Gly Leu Lys Pro Gly Pro Glu Asp Gly Pro Gly Lys Glu Glu 
160 165 170 175 

get ccg gag ctg gac gag gcc gaa ttg gac tac etc atg gat gtg ctg 793 
Ala Pro Glu Leu Asp Glu Ala Glu Leu Asp Tyr Leu Met Asp Val Leu 

180 185 190 

gtg ggc aca cag gca ctg gag cga ccg ccg ggg cca ggg ege 835 
Val Gly Thr Gin Ala Leu Glu Arg Pro Pro Gly Pro Gly Arg 

195 200 205 

tgagccctcg tgctggaatg gttgtctggt atctgaactg agcetgetgg ctggaecaac 895 
tgtcctcgaa aagacacage tggcttccct agtacagaga acagggettg ggeeaetttg 955 
gagagacaga atetagtcet gggcaacttc aeatccgtce tectgtetea gggctggcag 1015 
gggg^gcctg gaattaccee ctagtgatgg aatgacaggg tctggtgggg actgaattce 1075 
ctggccctgg ggtcatagct tgggetgttc cttctctgat acgggaagag aeeeaatcag 1135 
atttttcaaa ttaaagccag tcctgggaaa tetcaaaaaa aaaaaac 1182 



<210> 254 

<211> 1073 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 59. .505 



<220> 

<221> sig_peptide 

<222> 59. .358 

<223> Von Heijne matrix 

score 3.70000004768372 
seq LASSFLFTMGGLG/FI 



<220> 

<221> polyA_signal 
<222> 1042 . .1047 



<220> 

<221> polyA_site 
<222> 1062. .1073 



<220> 

<221> misc_feature 

<222> 8. .9 

<223> n=a, g, e or t 



<400> 254 

aetgtttnng ggaggcgcgt ggggcttgag gecgagaacg gcecttgctg ccaccaac 58 
atg gag act ttg tac cgt gtc ccg ttc tta gtg etc gaa tgt ccc aac 106 
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Met Glu Thr Leu Tyr Arg Val Pro Phe Leu Val Leu Glu Cys Pro Asn 

-100 -95 -90 -85 

ctg aag ctg aag aag ccg ccc tgg ttg cac atg ccg teg gcc atg act 154 

Leu Lys Leu Lys Lys Pro Pro Trp Leu His Met Pro Ser Ala Met Thr 

-80 -75 -70 

gtg tat get ctg gtg gtg gtg tct tac ttc etc ate aee gga gga ata 202 
Val Tyr Ala Leu Val Val Val Ser Tyr Phe Leu He Thr Gly Gly He 

-65 -60 -55 

att tat gat gtt att gtt gaa eet cea agt gtc ggt tct atg act gat 250 
He Tyr Asp Val He Val Glu Pro Pro Ser Val Gly Ser Met Thr Asp 

-50 -45 -40 

gaa cat ggg cat cag agg cca gta get ttc ttg gcc tac aga gta aat 2 98 

Glu His Gly His Gin Arg Pro Val Ala Phe Leu Ala Tyr Arg Val Asn 

-35 -30 -25 

gga caa tat att atg gaa gga ctt gca tec age ttc eta ttt aca atg 346 
Gly Gin Tyr He Met Glu Gly Leu Ala Ser Ser Phe Leu Phe Thr Met 
-20 -15 -10 -5 

99^ ggt tta ggt ttc ata ate ctg gac gga teg aat gca cca aat ate 394 
Gly Gly Leu Gly Phe He He Leu Asp Gly Ser Asn Ala Pro Asn He 

15 10 
cca aaa etc aat aga ttc ctt ctt ctg ttc att gga ttc gtc tgt gtc 442 
Pro Lys Leu Asn Arg Phe Leu Leu Leu Phe He Gly Phe Val Cys Val 

15 20 25 

eta twr agt ttt tkc ayg get aga gta ttc atg aga atg aaa ctg ccg 4 90 

Leu Xaa Ser Phe Xaa Xaa Ala Arg Val Phe Met Arg Met Lys Leu Pro 

30 35 40 

ggc tat ctg atg ggt tagagtgect ttgasaagaa atcagtggat actggatttg 545 
Gly Tyr Leu Met Gly 
45 

ctcctgtcaa wgaastttta aaggctgtmc caatcctcta atatgaaatg tggaaaagaa 6 05 
tgaagagcag eagtaaaaga aatatctagt gaaaaaacag gaagcgtatt gaagcttgga 66 5 
ctagaatttc ttettggtat taaagagaca agtttatcac agaatttttt ttectgctgg 725 
cctattgeta taccaatgat gttgagtggc attttctttt tagtttttea ttaaaatata 785 
ttccatatct aeaaetataa tatcaaataa agtgattatt ttttacaace etettaacat 845 
tttttggaga tgacatttet gattttcaga aattaacata aaatccagaa geaagattec 905 
gtaagctgag aaetctggac agttgatcag etttacetat ggtgctttgc etttaactag 965 
agtgtgtgat ggtagattat ttcagatatg tatgtaaaac tgtttectga acaataagat 1025 
gtatgaaegg ageagaaata aatacttttt etaattaaaa aaaaaaaa 1073 



<210> 255 

<211> 818 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 1. .207 



<220> 

<221> sig_peptide 

<222> 1. .147 

<223> Von Heijne matrix 

score 7.59999990463257 
seq HLPFLLLLSCVGX/XP 



<220> 

<221> polyA_signal 
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<222> 784 . . 789 



<220> 

<221> polyA_site 
<222> 807. .818 



<220> 

<221> misc_feature 

<222> 422 

<223> n=a, g, c or t 



<400> 255 

atg cct ttc cat ttt ccg ttc ctt ggg ttt gtg tgt ctg cat etc cat 48 
Met Pro Phe His Phe Pro Phe Leu Gly Phe Val Cys Leu His Leu His 

-45 -40 -35 

ctt acc cct tgc ctg act gta ccc cgt aga ccc ctg ttt etc etc ctg 96 
Leu Thr Pro Cys Leu Thr Val Pro Arg Arg Pro Leu Phe Leu Leu Leu 

-30 -25 -20 

cac ctg tgt ccc cat ctg ccc ttc ttg ttg etc ctg tea tgt gtc ggg 144 
His Leu Cys Pro His Leu Pro Phe Leu Leu Leu Leu Ser Cys Val Gly 

-15 -10 -5 

gkc www ccc tec tgt ctg cct tet tec tec act tgt gtc age ttg eat 192 
Xaa Xaa Pro Ser Cys Leu Pro Ser Ser Ser Thr Cys Val Ser Leu His 

15 10 15 

ttt ttt att cct gae tgagtcaeca caceectctc cectgatcaa agggaatatk 247 
Phe Phe lie Pro Asp 
20 

artttttaat ttggatcgac tgaggtgcea ggagaaactg cagkcccagg tateemvaca 3 07 
gccaccagga tggtccctcg ccccacccce accgectctk ccecaccttt tccaacgtgt 367 
tgcatgctgg gaactggggg gtgtggggga aggggctgcc ggcttctttc aggangctga 427 
rgtttggarg caaaateaae etgggaracc aececggccg eggcgeetea gtggaeaggt 487 
gggargaaaa gaaaacttct taccttggar garggacatc ccgettcctt atecttaget 547 
tttttgttgc tcctceccae tgcecctttt aatttatttg gttgtttgeg gaaggagggg 607 
ggaagggggt aagctgggcc gggaaetgte cgaggtgctg agctggggcg ggaecggaat 667 
eetcceggta gggtaccagg gaetgagttg ggcctgggge cgtgtceaag gtgceaatga 727 
tgegggcega eagareggge cgeactgtct gtetgtccgt etgtccegga aagaactata 787 
aagcgetgga agcgcetgea aaaaaaaaaa a 818 

<210> 256 
<211> 971 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 12. .734 



<220> 

<221> sig_peptide 

<222> 12. .101 

<223> Von Heijne matrix 

score 4.80000019073486 
seq ILFCVGAVGACTL/SV 



<220> 

<221> polyA_signal 
<222> 914. .919 
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• 



<220> 

<221> polyA_site 
<222> 961. . 971 



<400> 256 

aatacacaga a atg ggg act gcg age aga age aac ate get cge cat ctg 50 
Met Gly Thr Ala Ser Arg Ser Asn lie Ala Arg His Leu 
-30 -25 -20 

caa acc aat etc att eta ttt tgt gtc ggt get gtg gge gee tgt act 98 
Gin Thr Asn Leu He Leu Phe Cys Val Gly Ala Val Gly Ala Cys Thr 

-15 -10 -5 

etc tct gtc aca caa ecg tgg tac eta gaa gtg gae tac act cat gag 146 
Leu Ser Val Thr Gin Pro Trp Tyr Leu Glu Val Asp Tyr Thr His Glu 

15 10 15 

gcc gtc ace ata aag tgt ace ttc tec gca acc gga tgc cct tct gag 194 
Ala Val Thr lie Lys Cys Thr Phe Ser Ala Thr Gly Cys Pro Ser Glu 

20 25 30 

caa cca aca tgc ctg tgg ttt cge tac ggt get cac cag cct gag aac 242 
Gin Pro Thr Cys Leu Trp Phe Arg Tyr Gly Ala His Gin Pro Glu Asn 

35 40 45 

ctg tgc ttg gae ggg tgc aaa agt gag gca gas aag ttc aca gtg agg 2 90 

Leu Cys Leu Asp Gly Cys Lys Ser Glu Ala Xaa Lys Phe Thr Val Arg 

50 55 60 

gag gcc etc aaa gaa aac caa gtt tee etc act gta aac aga gtg act 33 8 

Glu Ala Leu Lys Glu Asn Gin Val Ser Leu Thr Val Asn Arg Val Thr 

65 70 75 

tea aat gae agt gca att tac ate tgt gga ata gca ttc cec agt gtg 386 
Ser Asn Asp Ser Ala He Tyr He Cys Gly He Ala Phe Pro Ser Val 
80 85 90 95 

ecg gaa gcg aga get aaa cag aca gga gga ggg ace aca ctg gtg gta 434 
Pro Glu Ala Arg Ala Lys Gin Thr Gly Gly Gly Thr Thr Leu Val Val 

100 105 110 

aga gaa att aag ctg etc age aag gaa ctg egg age ttc ctg aca get 482 
Arg Glu He Lys Leu Leu Ser Lys Glu Leu Arg Ser Phe Leu Thr Ala 

115 120 125 

ctt gta tea ctg etc tct gtc tat gtg ace ggt gtg tgc gtg gee ttc 530 
Leu Val Ser Leu Leu Ser Val Tyr Val Thr Gly Val Cys Val Ala Phe 

130 135 140 

ata etc etc tec aaa tea aaa tee aac cct eta aga aac aaa gaa ata 578 
He Leu Leu Ser Lys Ser Lys Ser Asn Pro Leu Arg Asn Lys Glu He 

145 150 155 

aaa gaa gae tea caa aag aag aag agt get egg cgt att ttt cag gaa 626 
Lys Glu Asp Ser Gin Lys Lys Lys Ser Ala Arg Arg He Phe Gin Glu 
160 165 170 175 

att get caa gaa eta tac cat aag aga eat gtg gaa aca aat cag caa 674 
He Ala Gin Glu Leu Tyr His Lys Arg His Val Glu Thr Asn Gin Gin 

180 185 190 

tct gag aaa gat aac aac act tat gaa aac aga aga gta ctt tec aac 722 
Ser Glu Lys Asp Asn Asn Thr Tyr Glu Asn Arg Arg Val Leu Ser Asn 

195 200 205 

tat gaa agg cca tagaaacgtt ttaattttea atgaagteac tgaaaateca 774 
Tyr Glu Arg Pro 
210 

actecaggag etatggeagt gttaatgaac atatatcate aggtettaaa aaaaaataaa 834 
ggtaaaetga aaagaeaaet ggetacaaag aaggatgeca raatgtaagg aaaetataac 894 
taatakteat taceaaaata ctaaaaecea acaaaatgea aetgaaaaat aecttceaaa 954 
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tttgccaaaa aaaaaaw 971 

<210> 257 
<211> 640 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 378 . . 518 

<220> 

<221> sig_peptide 
<222> 378 . .467 
<223> Von Heijne matrix 
score 5 . 5 

seq SLMTCTTLINASA/IS 

<220> 

<221> polyA_signal 
<222> 607 . .612 

<220> 

<221> polyA_site 
<222> 628. .640 

<400> 257 

agcctgggta akgcccaaga tggctgtctt cgccttagta ctcgtgtgaa gttggcgggg 60 

acggttcctg tcatcttctt gggcttattt ggtgtgctgt tgaagggggg agactagaga 12 0 

aatggcaggg aacctcttat ccggggcagg taggcgcctg tgggactggg tgcctctggc 18 0 

gtgcagaagc ttctctcttg gtgtgcctag attgatcggt ataaggctca ctctcccgcc 24 0 

ccccaaagtg gttgatcgtt ggaacgagaa aagggccatg ttcggagtgt atgacaacat 3 00 

cgggatcctg ggaaactttg aaaagcaccc caaagaactg atcagggggc ccatatggct 360 

tcgaggttgg aaaggga atg aat tgc aac gtt gta tec gaa aga gga aaa 410 

Met Asn Cys Asn Val Val Ser Glu Arg Gly Lys 
-30 -25 -20 

tgg ttg gaa gta gaa tgt teg ctg atg acc tgc aea ace tta ata aac 458 
Trp Leu Glu Val Glu Cys Ser Leu Met Thr Cys Thr Thr Leu lie Asn 

-15 -10 -5 

gca tec get ate tct aea aac act tta acc gae atg gga agt ttc gat 506 
Ala Ser Ala lie Ser Thr Asn Thr Leu Thr Asp Met Gly Ser Phe Asp ' 

15 10 

aga aga gaa age tgagaacttc ggaaaagget catctgtcac cctggaraag 558 
Arg Arg Glu Ser 
15 

ggaaactgta ettttccctg tgaggaaacg getttgtatt ttetctgtaa taaaatgggg 618 

cttctttgga aaaaaaaaaa aa 640 

<210> 258 
<211> 745 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 110. .304 
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<220> 

<221> sig_j)eptide 

<222> 110. .193 

<223> Von Heijne matrix 

score 4.59999990463257 
seq PLQWSLLVAWAG/SV 



<220> 

<221> polyA_signal 
<222> 708. .713 



<220> 

<221> polyA_site 
<222> 732 . . 743 



<400> 258 

acttccgcct gcgcctgcgc agcvcagctc cshgagccct gccaaccatg gtgaacttgg 60 
gtctgtcccg ggtggacgac gccgtggctg ccaagcaccc ggcaccggc atg gcc ttt 118 

Met Ala Phe 

ggc ttg cag atg ttc att cag agg aag ttt cca tac cct ttg cag tgg 166 

Gly Leu Gin Met Phe lie Gin Arg Lys Phe Pro Tyr Pro Leu Gin Trp 

-25 -20 -15 -10 

age etc eta gtg gcc gtg gtt gca ggc tct gtg gtc age tac ggg gtg 214 

Ser Leu Leu Val Ala Val Val Ala Gly Ser Val Val Ser Tyr Gly Val 

-5 15 
aeg aga gtg gag teg gag aaa tge aac aae etc tgg etc tte etg gag 262 
Thr Arg Val Glu Ser Glu Lys Cys Asn Asn Leu Trp Leu Phe Leu Glu 

10 15 20 

aec gga eag etc ece aaa gae agg age aca gat cag ara age 3 04 

Thr Gly Gin Leu Pro Lys Asp Arg Ser Thr Asp Gin Xaa Ser 

25 30 35 

taggagaget ceagcagggg cacagargat tgggggcagg argartctgg aacacakcet 364 
tcatgeccce tgaccccagg ccgaecctee ceaeaeecta gggtaeecea gtegtatcet 424 
etgtecgcat gtgtggecag geetgacaaa emcctgeaga tggctgctgc eeeaaeetgg 484 
gaeetgeeea ggaggttgga gcagaaaggg eteteectgg ggtggtgttt eteetetagg 544 
gtattgggat gcatgttctg eaetgeeage agagagggtg tgtetggggg eeaeeaeeta 604 
tgggaeaegg ggtegaaggg geetgtaeae tctgteattt eetttetage eeetgeatet 664 
eeaaeaagte eaaggtgaca gctggtgeta ggggcgtggg gttaataaat ggettateet 724 
teteteeaaa araaaaaaam c 745 



<210> 259 

<211> 637 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 201. .419 



<220> 

<221> sig_peptide 

<222> 201. .272 

<223> Von Heijne matrix 

seore 6.40000009536743 
seq LSYLPLWLGPIWP/CS 



<220> 
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<221> polyA_signal 
<222> 601. .606 

<220> 

<221> polyA_site 
<222> 627 . .637 

<400> 259 

acaaaatata attgcctcts ccctctccca ttttctctct tgggagcaat ggtcacagtc 6 0 

cctggtacct gaaaaggtac ctaggtctag gcccttcttc cctttccctt cctctcccct 120 
accccagaac tttggctccc tttcccttct ctctctggta gctccaggag gcctgtgatc 18 0 
cagctccctg cctagcatcc atg acc tgt tgg atg tta cct cca ate agt ttc 233 

Met Thr Cys Trp Met Leu Pro Pro lie Ser Phe 
-20 -15 
ctg tec tac ctg cct ctt tgg ctt gga cct ata tgg cca tgc tct ggc 281 
Leu Ser Tyr Leu Pro Leu Trp Leu Gly Pro lie Trp Pro Cys Ser Gly 

-10 -5 1 

tct acc ctt ggg aag cct gat ccc ggt gtg tgg ccc age ttg ttc agg 32 9 

Ser Thr Leu Gly Lys Pro Asp Pro Gly Val Trp Pro Ser Leu Phe Arg 

5 10 15 

ccc tgg gat get gea tct cca ggc aac tat gea ctt tec egg gga rar 377 
Pro Trp Asp Ala Ala Ser Pro Gly Asn Tyr Ala Leu Ser Arg Gly Xaa 
20 25 30 35 

aac cak tat gav aak tgg ggg cag ggc aca eat tea tct ttg 419 
Asn Xaa Tyr Xaa Xaa Trp Gly Gin Gly Thr His Ser Ser Leu 

40 45 
targaaggte tggcctgggg tcrggtgaag gagggcecag gtcagttctg gggtceeagt 479 
gaeetgettt gccattctec tggtgeegct gctgetccet gtttctggag etggatgtte 53 9 
cccacctgge agttgagctg cetgagceaa tgtgtetgte tttggtaaet gagtgaacca 599 
taataaaggg gaacatttgg cectgtgaaa aaaaaaaa 637 

<210> 260 

<211> 1315 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 123 . .302 

<220> 

<221> sigjpeptide 

<222> 123 . .176 

<223> Von Heijne matrix 

score 4.30000019073486 

seq WTCLKSFPSPTSS/HA 

<220> 

<221> polyA_signal 
<222> 1279 . . 1284 

<220> 

<221> polyA_site 
<222> 1301. .1312 

<400> 260 

aagageatcc tgegceeegg cgeggggeec tgcggtagcc tcaggceect eccctggaec 60 
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cgccgcagag ccagtgcaga atacagaaac tgcagccatg accacgcacg tcaccctgga 12 0 

ag atg ccc tgt cca acg tgg acc tgc ttg aag age ttc ccc tec ccg 167 
Met Pro Cys Pro Thr Trp Thr Cys Leu Lys Ser Phe Pro Ser Pro 
-15 -10 -5 

acc age age cat gca teg age etc cac ctt cet cca tea tgt ace agg 215 
Thr Ser Ser His Ala Ser Ser Leu His Leu Pro Pro Ser Cys Thr Arg 

15 10 

eta act ttg aca caa act ttg agg aca gga atg cat ttg tea egg gca 263 
Leu Thr Leu Thr Gin Thr Leu Arg Thr Gly Met His Leu Ser Arg Ala 

15 20 25 

ttg caa ggt aca ttg ace agg eta cag tec act cca gca tgaatgarat 312 
Leu Gin Gly Thr Leu Thr Arg Leu Gin Ser Thr Pro Ala 
30 35 40 

gctggaggaa ggaeatgakt atgcggtcat getgtacace tggcgcaget gttcccgggc 372 

cattccccag gtgaaatgea acragcagee caaccgakta raratctatg araaraeagt 432 

araggtgctg gageeggagg teaccaaget catgaagtte atgtattttc arcgeaagge 492 

catcgagegg ttetgeascg aggtgaagcg getgtgceat gccgagegea ggaaggaett 552 

tgtetctgag gectacctcc tgaeeettgg caagttcate aacatgtttg ctgtcctgga 612 

tgagctaaag aacatgaast geagcgtcaa raatgaccac tetgcctaca agagggcage 6 72 

acagttcctg cggaagatgg cagatcceca gtctatceag gagtcgcaga aeetttccat 732 

gttcctggcc aaccacaaca ggatcaeeca gtgtetccac cagcaacttg aagtgatecc 792 

aggetatgag gage tgc tgg ctgaeattgt caacatctgt gtggattact aegagaacaa 852 

gatgtacctg aeteecagtg agaaacatat gctcetcaag gtaaaactec cetgaggecg 912 

cacecatgga gectgggctt accetetcac ettcttctta ttaaaaatee gttttaaaaa 972 

acaatgtttc ttttttetta aacattgata cagatcttae ggeaeataat ggtttgtaac 1032 

etgttccttt cetgtaatat aatataccgt agtcaeettt ceagatgtea ttaaggetat 1092 

ttetacaatg ttatgtgtaa tgactgccaa gtattetgtt gtattggaac attgtcatgt 1152 

aacatatccc ctgtggttgg atatttgcta aacttcattg aacacccttg tagcagtttt 1212 

tgtgcacatc tttttgtcaa ggeaaactte etagaagaga aattgetggc teaaagggaa 1272 

aaaeagaata aatcgttttt tttatttcaa aaaaaaaaaa ccc 1315 



<210> 261 

<211> 1035 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 98. .673 



<220> 

<221> sigj)eptide 

<222> 98. .376 

<223> Von Heijne matrix 

score 5.59999990463257 
seq VLLLRQLFAQAEK/WY 



<220> 

<221> polyA_site 
<222> 1025. .1035 



<400> 261 

aattttcygt ggtceaaeta eccteggega teccaggett ggeggggcac egcctggcct 60 
ctcccgttcc tttaggctgc cgccgctgcc tgccgcc atg gca gag ttg ggc eta 115 

Met Ala Glu Leu Gly Leu 
-90 

aat gag cac cat caa aat gaa gtt att aat tat atg cgt ttt get cgt 163 
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Asn Glu His His Gin Asn Glu Val lie Asn Tyr Met Arg Phe Ala Arg 

-85 -80 -75 

tea aag aga ggc ttg aga etc aaa act gta gat tec tgc ttc caa gac 211 
Ser Lys Arg Gly Leu Arg Leu Lys Thr Val Asp Ser Cys Phe Gin Asp 

-70 -65 -60 

etc aag gag age agg ctg gtg gag gac acc ttc acc ata gat gaa gtc 259 
Leu Lys Glu Ser Arg Leu Val Glu Asp Thr Phe Thr lie Asp Glu Val 
-55 -50 -45 -40 

tet gaa gtc etc aat gga tta caa get gtg gtt eat agt gag gtg gaa 3 07 

Ser Glu Val Leu Asn Gly Leu Gin Ala Val Val His Ser Glu Val Glu 

-35 -30 -25 

tct gag etc ate aac act gee tat acc aat gtg tta ett ctg ega eag 355 
Ser Glu Leu lie Asn Thr Ala Tyr Thr Asn Val Leu Leu Leu Arg Gin 

-20 -15 -10 

ctg ttt gca caa get gag aag tgg tat ett aag eta eag aea gac ate 403 
Leu Phe Ala Gin Ala Glu Lys Trp Tyr Leu Lys Leu Gin Thr Asp lie 

-5 15 
tct gaa ett gaa aac cga gaa tta tta gaa caa ktt gca gaa ttt gaa 4 51 

Ser Glu Leu Glu Asn Arg Glu Leu Leu Glu Gin Xaa Ala Glu Phe Glu 
10 15 20 25 

aaa gca rav att aea tct tea aac aaa aag ecc ate tta dat gtc aea 499 
Lys Ala Xaa lie Thr Ser Ser Asn Lys Lys Pro lie Leu Xaa Val Thr 

30 35 40 

aas eca aaa ett get cea ett aat gaa ggt gga aea gca aaa etc eta 547 
Xaa Pro Lys Leu Ala Pro Leu Asn Glu Gly Gly Thr Ala Lys Leu Leu 

45 50 55 

aac aag gta ata tgt att att ttg aga aac gga aag tet etc att ctg 595 
Asn Lys Val lie Cys lie lie Leu Arg Asn Gly Lys Ser Leu lie Leu 

60 65 70 

tec tgt eat tgc eta ggg tgg aga aac aaa agt gga agg ttt gtt tea 643 
Ser Cys His Cys Leu Gly Trp Arg Asn Lys Ser Gly Arg Phe Val Ser 

75 80 85 

ggt ect ctg agg ata att agt cea ttg cag tagttttact tgatggtaee 693 
Gly Pro Leu Arg lie lie Ser Pro Leu Gin 
90 95 

ceatgggeca gaagagggea taettaacet tctagagage etgaagtage tcetgatcac 753 
acctttteaa ggtaaagtga agageatgaa attttggaca gcgtttattg atggacattt 813 
aaagtttgtg atctgcggta aeaaggagaa gggtttttaa gtttataaaa attatttatc 873 
aattageegg gtgtggtggt aegtgeetat agtcagaget actegggagg ctgaggeagg 933 
agaattgett gaacccggga ggtggaggtt gcagtgaget gagateacge caetgeaetc 993 
tageetggge gacagagega gaeteeatct caaaaaaaaa aa 1035 



<210> 262 

<211> 696 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 17. .463 



<220> 

<221> sig_peptide 

<222> 17. .232 

<223> Von Heijne matrix 

score 3.79999995231628 
seq LMGLALAVYKCQS/MG 
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<220> 

<221> polyA_signal 
<222> 657. .662 



<220> 

<221> polyA_site 
<222> 684. .696 



<400> 262 

actcaaacag attccc atg aat etc ttc ate atg tac atg gca ggc aat act 52 
Met Asn Leu Phe lie Met Tyr Met Ala Gly Asn Thr 
-70 -65 
ate tec ate ttc cct act atg atg gtg tgt atg atg gee tgg cga ccc 100 
lie Ser lie Phe Pro Thr Met Met Val Cys Met Met Ala Trp Arg Pro 
-60 -55 -50 -45 

att cag gca ett atg gee att tea gee act ttc aag atg tta gaa agt 148 
lie Gin Ala Leu Met Ala lie Ser Ala Thr Phe Lys Met Leu Glu Ser 

-40 -35 -30 

tea age cag aag ttt ctt cag ggt ttg gte tat etc att ggg aac ctg 196 
Ser Ser Gin Lys Phe Leu Gin Gly Leu Val Tyr Leu lie Gly Asn Leu 

-25 -20 -15 

atg ggt ttg gca ttg get gtt tac aag tge cag tec atg gga ctg tta 244 
Met Gly Leu Ala Leu Ala Val Tyr Lys Cys Gin Ser Met Gly Leu Leu 

-10 -5 1 

cct aca cat gca teg gat tgg tta gee ttc att gag ccc cct gag aga 292 
Pro Thr His Ala Ser Asp Trp Leu Ala Phe lie Glu Pro Pro Glu Arg 
5 10 15 20 

atg gag tea gtg gtg gag gac tge ttt tgt gaa eat gag aaa gca gcg 340 
Met Glu Ser Val Val Glu Asp Cys Phe Cys Glu His Glu Lys Ala Ala 

25 30 35 

cct ggt ccc tat gta ttt ggg tet tat tta eat cct tet tta age cca 388 
Pro Gly Pro Tyr Val Phe Gly Ser Tyr Leu His Pro Ser Leu Ser Pro 

40 45 50 

gtg get cct eag eat act ett aaa eta ate act tat gtt aaa aaa aae 436 
Val Ala Pro Gin His Thr Leu Lys Leu lie Thr Tyr Val Lys Lys Asn 

55 60 65 

caa aaa act ett ttc tec atg gtg ggg tgacaggtce taaaaggaca 483 
Gin Lys Thr Leu Phe Ser Met Val Gly 

70 75 
atgtgcatat taegaeaaac acaaaaaaac tataccataa cecagggctg aaaataatgt 543 
aaaaaacttt atttttgttt ccagtacaga geaaaacaac aacaaaaaaa cataaetatg 603 
taaacaaaaa aataactget gctaaateaa aaaetgttge ageatcteet ttcaataaat 663 
taaatggttg araaeaatgc aaaaaaaaaa aaa 696 



<210> 263 

<211> 868 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 263. .481 

<220> 

<221> sig_peptide 

<222> 263 . . 322 



200 



<223> Von Heijne matrix 

score 11.1999998092651 
seq ILWLMGLPLAQA/LD 



<220> 

<221> polyA_site 
<222> 858. .868 



<220> 

<221> tnisc_f eature 
<222> 473 

<223> n=a, g, c or t 



<400> 263 

aagacacgcc tacgattaga ctcaggcagg cacctaccgg cgagcggccg crvgtgactc 60 
ccaggcgcgg cggtacctca cggtggtgaa ggtcacaggg ttgcagcact cccagtagac 12 0 
caggagctcc gggaggcagg gccggcccca cgtcctctgc gcaccaccct gagttggatc 180 
ctctgtgcgc cacccctgag ttggatccag ggctagctgc tgttgacctc cccactccca 240 
cgctgccctc ctgcctgcag cc atg acg ccc ctg etc acc ctg ate etg gtg 292 

Met Thr Pro Leu Leu Thr Leu lie Leu Val 
-20 -15 
gtc etc atg ggc tta ect etg gcc cag gcc ttg gae tge eac gtg tgt 340 
Val Leu Met Gly Leu Pro Leu Ala Gin Ala Leu Asp Cys His Val Cys 
-10 -5 15 

gcc tac aac gga gae aae tge ttc aac ccc atg cgc tgc ccg get atg 3 88 

Ala Tyr Asn Gly Asp Asn Cys Phe Asn Pro Met Arg Cys Pro Ala Met 

10 15 20 

gtt gee tac tge atg aec acg cgc acc tac tac ace ccc ace agg atg 436 
Val Ala Tyr Cys Met Thr Thr Arg Thr Tyr Tyr Thr Pro Thr Arg Met 

25 30 35 

aag gte agt aag tec tgc gtg ccc cgc tge ttc gar nac tgt gta 481 
Lys Val Ser Lys Ser Cys Val Pro Arg Cys Phe Glu Xaa Cys Val 

40 45 50 

tgatggctac teeaagcaeg cgtccaccac ctcctgctgc cagtacgace tetgeaaegg 541 
caccggectt gceaccccgg ccaccctggc ectggceeec ateetectgg ceaccctetg 601 
gggtctcctc taaagccccc gaggcagace eacteaagaa caaagetcte gagacacact 661 
gctayaceet ekeacccakc tcaccctgcc tcacccteca eactccctgc gaectcetca 721 
gccatgecca gggtcaggae tgtgggcaag aagaeacccg acctceccea aceaccacac 781 
gacctcactt cgaggccttg acctttcgat gctgtgtggg ateeeaaaag tgtceggctt 841 
tgatgggctg atcagcaaaa aaaaaaa 868 



<210> 264 

<211> 775 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 42 . .299 



<220> 

<221> sig_peptide 

<222> 42 . . 101 

<223> Von Heijne matrix 

score 5.40000009536743 
seq WFVHSSALGLVLA/PP 
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<220> 

<221> polyA_site 
<222> 762. .775 



<400> 264 

aacgatacaa atggtaggcc ttcatgtgag ccagtdacta c atg aat ctt cat ttc 56 

Met Asn Leu His Phe 
-20 

cca cag tgg ttt gtt cat tea tea gcg tta ggc ttg gtc ctg get cca 104 

Pro Gin Trp Phe Val His Ser Ser Ala Leu Gly Leu Val Leu Ala Pro 

-15 -10 -5 1 

cct ttc tec tet ccg ggc act gac ccc acc ttt ccg tgt att tac tgt 152 

Pro Phe Ser Ser Pro Gly Thr Asp Pro Thr Phe Pro Cys lie Tyr Cys 

5 10 15 

agg eta tta aat atg ate atg acc cgc ctt gca ttt tea ttc ate acc 200 
Arg Leu Leu Asn Met lie Met Thr Arg Leu Ala Phe Ser Phe lie Thr 

20 25 30 

tgt tta tgc cea aat tta aag gaa gtt tgt etc att ttg cca gaa aaa 248 
Cys Leu Cys Pro Asn Leu Lys Glu Val Cys Leu lie Leu Pro Glu Lys 

35 40 45 

aat tgt aat agt ega cae get gga ttt gta ggg cca sea aaa ttg egg 2 96 

Asn Cys Asn Ser Arg His Ala Gly Phe Val Gly Pro Xaa Lys Leu Arg 
50 55 60 65 

tgaaactwkk ttcwettcta aagcecttca ttteecacaa ggttaagctc 349 

Gin 

tcgaaaeece atttgatect tggttectat ttcgatccte etttggaate tgaaaatcgg 409 
tctceatgtt gtatgeaaat taaaakttgc cttgtttgtt actettccaa caeagggtat 469 
cagggaraaa gaggecttat ctgttcctcc ateceecctg ttttgaeaga ctgctaagaa 52 9 
ttcctcagga cttcetttgg ttggggattt taetttccca aaagtetgat ctgatttett 58 9 
teaggggtag acaagettgt cctagtgetc tgetteaggt ettatcagaa gaaacccagg 64 9 
aatagaaaag gtagatgcct tgacttttgt ccctgttgtg gggactaaag tgttttttgc 709 
cagaattgtc aaaagctccg gttcaaactc tgtagagttt catggaaaaa caaaacaaaa 76 9 
aaaaaa 775 

<210> 265 

<211> 1075 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 198 . .431 



<220> 

<221> sig_peptide 

<222> 198 . .260 

<223> Von Heijne matrix 

score 6.90000009536743 
seq LLACGSLLPGLWQ/HL 



<220> 

<221> polyA_site 
<222> 1064. .1074 



<400> 265 

atatatttct gaggcagtac ccatctcact tgtaaactta aaagacaccg cagagatttg 60 
agggactcag aagtcaaata gagtaggtta aaaacctctt atttttcaaa ttaattgttt 120 
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taagaaacaa gcatacctgt gtaagtgaaa tatcttaatt tgtgttgaat caagttagga 18 0 

gacagagatt ctcatga atg tgt cct gtg ttc tea aag cag ctg eta gcc 23 0 

Met Cys Pro Val Phe Ser Lys Gin Leu Leu Ala 
-20 -15 

tgt ggg tct etc eta cct ggg tta tgg cag eac etc aea gcc aat eae 2 78 
Cys Gly Ser Leu Leu Pro Gly Leu Trp Gin His Leu Thr Ala Asn His 
-10 -5 15 

tgg cct cca ttc tec set tte etc tgt aea gtt tgc tet ggt tec tea 326 
Trp Pro Pro Phe Ser Xaa Phe Leu Cys Thr Val Cys Ser Gly Ser Ser 

10 15 20 

gag cag att tee gag tat act get tea gcc aeg cee eea etg tge cgt 3 74 
Glu Gin lie Ser Glu Tyr Thr Ala Ser Ala Thr Pro Pro Leu Cys Arg 

25 30 35 

tee etg aac caa gag eea tte gty tea aga gee att cgt cca aag tac 422 
Ser Leu Asn Gin Glu Pro Phe Val Ser Arg Ala lie Arg Pro Lys Tyr 

40 45 50 

tet ate ace tageeattgt akeeataeea ageegggett cetacttece 471 
Ser lie Thr 
55 

tetgeteece ttggttteet ectgtraart aaatctcaet gaceettgat gcasctccaa 531 

gcatatataa tatatatata ataaaaccat abtetaaaaa atteaaacca ggawaaataa 591 

asccaraaat ttgtatggga aaaatetgea caaatttatt tggceageat ggttateatg 651 

getetattga atttatcctt gaeegtettt aaagccaaag caaacgggat aaagtgatea 711 

actacttace tcteaatace aaaaargaag eaggaggeaa aatetetcaw taatttcata 771 

aaaacaatte ttakctgggc gcggtggete weaeetgtar teccaacaet ttgggaggce 831 

saggtgggeg gatcatgagg tcgggagatc aamaccat cc tggetaaeat ggtgaaaecc 891 

catctctact aaaattacaa aaaattrget gggegaggtg gcgggcacct gtggtceeag 951 

etaeteggga ggctgaggea agagaatggt gtgaacccca gggggeggag eetgeagtga 1011 

gctgagateg caeeaetgca ctccageetg ggegaeagtg agactccgtc tcaaaaaaaa 1071 

aaah 1075 

<210> 266 
<211> 981 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 279. .473 

<220> 

<221> sig_peptide 

<222> 279. .362 

<223> Von Heijne matrix 

score 4.40000009536743 

seq SCFLVALIIWCYL/RE 

<220> 

<221> polyA_signal 
<222> 944. .949 

<220> 

<221> polyA_site 
<222> 970. .981 

<400> 266 

agaatcgtgt ettgtgtgee eeggeggccg ggtgagetee teaaggtete ggagggcega 60 
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gggcagacac cggcgggcgg gcggasgctt actgctctct ctcttccagg gccgtccggg 
cgctgaggct cataggctgg gcttcccgaa gccttcatcc gttgcccggt tcccgggatc 
gggcccaccc tgccgccgag gaagaggacg accctgaccg ccccattgag ttttcctcca 
gcaaagccaa ccctcaccgc tggtcggtgg gccatacc atg gga aag gga cat cag 

Met Gly Lys Gly His Gin 
-25 



egg 


ccc 


tgg 


tgg 


aag 


gtg 


ctg 


ccc 


etc 


age 


tgc 


ttc 


etc 


gtg 


gcg 


ctg 


Arg 


Pro 


Trp 
-20 


Trp 


Lys 


Val 


Leu 


Pro 
-15 


Leu 


Ser 


Cys 


Phe 


Leu 
-10 


Val 


Ala 


Leu 


ate 


ate 


tgg 


tgc 


tac 


ctg 


agg 


gag 


gag 


age 


gag 


gcg 


gae 


cag 


tgg 


ttg 


lie 


He 
-5 


Trp 


Cys 


Tyr 


Leu 


Arg 
1 


Glu 


Glu 


Ser 


Glu 
5 


Ala 


Asp 


Gin 


Trp 


Leu 
10 


aga 


cag 


gtg 


tgg 


gga 


gag 


gtg 


cca 


gag 


ccc 


agt 


gat 


cgt 


tet 


gag 


gag 


Arg 


Gin 


Val 


Trp 


Gly Glu 


Val 


Pro 


Glu 


Pro 


Ser 


Asp 


Arg 


Ser 


Glu 


Glu 










15 










20 










25 




cct 


gag 


act 


cca 


get 


gee 


tac 


aga 


gcg 


aga 


act 


tgacggggtg cccgctgggg 


Pro 


Glu 


Thr 


Pro 
30 


Ala 


Ala 


Tyr 


Arg 


Ala 
35 


Arg 


Thr 













ctggcaggaa gggagcegae 
tectggctat gcktgcgtcc 



ascegcectt eggatttgat kteaegtttg cecgtgactg 



tatgetgatt 
ggctcttgat 
gttgeactgt 
eacttctggt 
aatatctggc 
acatgtgagt 
aaaaaaaa 



cgcgtgaagg 
kteeaaggat 
atgctgttgg 
gacaettgtc 
agaagtgtga 
tttacacaac 



teageaetra argacttgge 
eggavcaaaa teteagcaaa 
tccateggea aaaettctca 
atttgecaag tetttgtata 
atecagtgtt agtttgcagg 
aactgtattg eatgetgcgg 



tggtggatgg ggcacttggc 
teggaaactg ctectcscet 
ratcettggg gaaggtttea 
acataateat gtttccaaag 
taatttgett tetgagatag 
cctgtgcaag gaacacttcc 



aacaaatgaa aataaatttt aattttataa tatgggaaaa 



120 
180 
240 
296 



344 



392 



440 



493 



553 
613 
673 
733 
793 
853 
913 
973 
981 



<210> 267 

<211> 1031 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 12. .644 



<220> 

<221> sig_peptide 
<222> 12. .92 
<223> Von Heijne matrix 
score 4 

seq LTFFSGVYGTCIG/AT 



<220> 

<221> polyA_signal 

<222> 1002 . . 1007 

<220> 

<221> polyA_site 

<222> 1020. .1031 



<400> 267 

acaccaagga g atg etc ctt ett agt att aca act get tat aca ggt ctg 50 
Met Leu Leu Leu Ser He Thr Thr Ala Tyr Thr Gly Leu 
-25 -20 -15 

gaa tta act ttc ttc tet ggt gta tat gga ace tgt att ggt get aca 98 



204 



Glu Leu Thr Phe Phe Ser Gly Val Tyr Gly Thr Cys lie Gly Ala Thr 

-10 -5 1 

aat aaa ttt gga gca gaa gag ara age ctt att gga ctt tct ggc att 146 
Asn Lys Phe Gly Ala Glu Glu Xaa Ser Leu lie Gly Leu Ser Gly lie 

5 10 15 

ttc ate ggc att gga gaa att tta ggt gga age etc ttc ggc etg ctg 194 
Phe lie Gly lie Gly Glu lie Leu Gly Gly Ser Leu Phe Gly Leu Leu 

20 25 30 

age aag aac aat egt ttt ggt aga aat cca gtt gtg etg ttg ggc ate 242 
Ser Lys Asn Asn Arg Phe Gly Arg Asn Pro Val Val Leu Leu Gly lie 
35 40 45 50 

Ctg gtg cac ttc ata get ttt tat eta ata ttt etc aac atg cct gga 290 
Leu Val His Phe lie Ala Phe Tyr Leu lie Phe Leu Asn Met Pro Gly 

55 60 65 

gat gee ceg att get cct gtt aaa gga act gae age agt get tac ate 338 
Asp Ala Pro lie Ala Pro Val Lys Gly Thr Asp Ser Ser Ala Tyr lie 

70 75 80 

aaa tec age aaa raa ttt gee att etc tgc akt ttt etg tkg ggc ctt 386 
Lys Ser Ser Lys Xaa Phe Ala lie Leu Cys Xaa Phe Leu Xaa Gly Leu 

85 90 95 

gga aac age tgc ttt aat ace eas etg ctt akt ate tkg ggc ttt etg 434 
Gly Asn Ser Cys Phe Asn Thr Xaa Leu Leu Xaa lie Xaa Gly Phe Leu 

100 105 110 

tat tct gaa rac age gee cca kca ttt gee ate ttc aat ttt gtt cag 482 
Tyr Ser Glu Xaa Ser Ala Pro Xaa Phe Ala lie Phe Asn Phe Val Gin 
115 120 125 130 

tct att tgc gca gee gtg gca ttt ttc tac age aac tac ctt etc ctt 530. 
Ser lie Cys Ala Ala Val Ala Phe Phe Tyr Ser Asn Tyr Leu Leu Leu 

135 140 145 

cac tgg caa etc ctg gtc atg gtk atw ttt ggg ttt ttk gga aca att 578 
His Trp Gin Leu Leu Val Met Val lie Phe Gly Phe Xaa Gly Thr lie 

150 155 160 

tct ttc ttc act gtg gaa tgg gaa set gee gee ttt gta sec ege ggc 626 
Ser Phe Phe Thr Val Glu Trp Glu Xaa Ala Ala Phe Val Xaa Arg Gly 

165 170 175 

tct gae tac cga agt ate tgatetggtg tccgtgaggg gacaegtatg 674 
Ser Asp Tyr Arg Ser lie 
180 

acctcagaaa eacagctgga caeagagett ggtggaagaa gtegeetttg atetteacta 734 
tatattgggt gatgttcagt atggaaaate aagggattaa gaetgttaaa teageeagag 794 
tkggtgttca agtttacaga tatgagttat ttaaagcaag tagaataagg gaaagctgtt 854 
ctgteaactg taattgttea aagatgttgt tttteattte atctatctca attcttataa 914 
teatgttata gaatgtaaat gttttcttct ctctectget cttgttggaa gatcctgect 974 
tgatttagaa tactaggcea tatgteatat aaatattttt tctggaaaaa aaaaaaa 1031 



<210> 268 

<211> 1283 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 91. .459 



<220> 

<221> sig_peptide 
<222> 91. .330 



205 



<223> Von Heijne matrix 

score 7.69999980926514 
seq LVLFLSL7VLLVTP/TS 

<220> 

<221> polyA_site 
<222> 1271. .1281 

<400> 268 

tattccttgg agttccacga ctgaattaag actgttgtgg grdccataat tttcaaatac 60 
ttgccctata ttcgtgttga gggttcacac atg age aca tgg tat ttg gca ctt 114 

Met Ser Thr Trp Tyr Leu Ala Leu 
-80 -75 



aat 


aag 


tec 


tat 


aag 


aat 


aaa 


gac 


age 


gtt 


agg 


att 


tat 


etc 


age 


ttg 


162 


Asn 


Lys 


Ser 


Tyr 


Lys 


Asn 


Lys 


Asp 


Ser 


Val 


Arg 


He 


Tyr 


Leu 


Ser 


Leu 








-70 










-65 










-60 










tgc 


aca 


gtg 


age 


att 


aaa 


ttt 


aca 


tac 


ttt 


cat 


gat 


ata 


eag 


act 


aat 


210 


Cys 


Thr 


Val 


Ser 


He 


Lys 


Phe 


Thr 


Tyr 


Phe 


His 


Asp 


He 


Gin 


Thr 


Asn 






-55 










-50 










-45 












tgt 


Ctt 


aca 


aca 


tgg 


aaa 


cat 


teg 


aga 


tgc 


aga 


ttt 


tat 


tgg 


gca 


ttt 


258 


Cys 


Leu 


Thr 


Thr 


Trp 


Lys 


His 


Ser 


Arg 


Cys 


Arg 


Phe 


Tyr 


Trp 


Ala 


Phe 




-40 










-35 










-30 










-25 




ggt 


ggt 


tee 


att 


tta 


eag 


eac 


tea 


gtg 


gat 


eee 


ctt 


gtt 


ttg 


ttc 


eta 


306 


Gly Gly 


Ser 


He 


Leu 


Gin 


His 


Ser 


Val 


Asp 


Pro 


Leu 


Val 


Leu 


Phe 


Leu 












-20 










-15 










-10 






age 


ctg 


gee 


ctg 


tta 


gtg 


aca 


ccc 


act 


tec 


acc 


cct 


tct 


get 


aar 


ata 


354 


Ser 


Leu 


Ala 


Leu 
-5 


Leu 


Val 


Thr 


Pro 


Thr 
1 


Ser 


Thr 


Pro 


Ser 
5 


Ala 


Lys 


He 




car 


age 


ctt 


eaa 


att 


gac 


etc 


cct 


gga 


ggc 


tgg 


agg 


ctg 


gee 


act 


gac 


402 


Gin 


Ser 


Leu 


Gin 


He 


Asp 


Leu 


Pro 


Gly 


Gly 


Trp 


Arg 


Leu 


Ala 


Thr 


Asp 






10 










15 










20 












agg 


ate 


ttt 


acc 


etc 


tec 


eee 


gta 


ccc 


atg 


gac 


rge 


ccc 


etc 


ate 


ctt 


450 


Arg 


He 


Phe 


Thr 


Leu 


Ser 


Pro 


Val 


Pro 


Met 


Asp 


Xaa 


Pro 


Leu 


He 


Leu 




25 










30 










35 










40 





cat eag ttg taaaggtaga tatttgttee ttggagteea acateatgct 499 
His Gin Leu 

gttcagaata taatgagate aatagttgaa aaactagata tacatgeeae eewgacaaag 559 

etattaagtt attaagtgtc agccctggat ettggettat tgtgaaatgt taattatttt 619 

ateacteyat taagaagetg tgggctccat etcageattg aaaagggact aatttgetet 679 

gttttggaat tgaattaget ttcaggecas eagggeactg tttggtaaat tgctttttee 73 9 

agtaetagca tgttttetee ctccatagce tetgttagct tetgagcttg taacetccag 799 

ggaaavatga gaatattcac ccttttaata tgtgtagaga ccatgeaaga ecattgtett 859 

etaataatta gaaataetta gceagattet etatagtaaa cccggagatt gggagggctg 919 

ctttetaett ggtgcatect tctgcgettc taatgatttt taaaaatetg ttaataattg 979 

atgttttetg gctgggeaca gtggcteacg cetgtaatee cageaetttg ggaggeeaag 1039 

gagggeagat catgaggtca ggagattgar accatectgg etaacacggt gaaaecccgt 1099 

etctactaaa aatacaaaar aattakeegg gcatggtagt gggcgcctgt gtacecaget 1159 

actggggagg etgaggearg araategett gaaectggga ggcggaggtt geastraget 1219 

gagatggtgc cacegcacte tageetgggt gacagagega gaettcattt caaaaaaaaa 12 79 

aame 12 83 

<210> 269 
<211> 1777 
<212> DNA 

<213> Homo sapiens 
<220> 



206 



<221> CDS 
<222> 70. .327 

<220> 

<221> sig_peptide 

<222> 70. .147 

<223> Von Heijne matrix 

score 9.60000038146973 

seq WLIALASWSWALC/RI 

<220> 

<221> polyA_signal 
<222> 1741. .1746 

<220> 

<221> polyA__site 
<222> 1763. .1774 

<220> 

<221> misc_f eature 
<222> 937 

<223> n=a, g, c or t 
<400> 269 

agcccggttt cgtgcccgcg gccgactgcg casctgtccg cgagtctgag atacttacag 60 
agagctaca atg gaa aag tec tgg atg ctg tgg aac ttt gtt gaa aga tgg 111 
Met Glu Lys Ser Trp Met Leu Trp Asn Phe Val Glu Arg Trp 











25 








-20 










15 






eta 


ata 


gcc 


ttg 


get 


tea 


tgg 


tet 


tgg 


get 


etc 


tge 


egt 


att 


tet 


ett 


159 


Leu 


He 


Ala 
-10 


Leu 


Ala 


Ser 


Trp 


Ser 
-5 


Trp 


Ala 


Leu 


Cys 


Arg 
1 


He 


Ser 


Leu 




tta 


cct 


tta 


ata 


gtg 


act 


ttt 


eat 


ctg 


tat 


gga 


ggc 


att 


ate 


tta 


ctt 


207 


Leu 


Pro 


Leu 


He 


Val 


Thr 


Phe 


His 


Leu 


Tyr 


Gly Gly 


He 


He 


Leu 


Leu 




5 










10 










15 










20 




ttg 


tta 


ata 


ttc 


ata 


tea 


atw 


kea 


ggt 


att 


ctg 


tat 


aaa 


ttc 


cas 


gat 


255 


Leu 


Leu 


He 


Phe 


He 
25 


Ser 


He 


Xaa 


Gly 


He 
30 


Leu 


Tyr 


Lys 


Phe 


Xaa 
35 


Asp 




gta 


ttg 


ctt 


tat 


ttt 


eew 


kaa 


cag 


yya 


tec 


tct 


tea 


egt 


ett 


tat 


gat 


303 


Val 


Leu 


Leu 


Tyr 
40 


Phe 


Pro 


Xaa 


Gin 


Xaa 
45 


Ser 


Ser 


Ser 


Arg 


Leu 
50 


Tyr 


Asp 




tec 


cat 


gcc 


cac 


tgg 


cmt 


teg 


rea 


taaaaaaatt ttcatcagaa ccaaagatgg 


357 


Ser 


His 


Ala 


His 


Trp 


Xaa 


Ser 


Xaa 





















55 60 



aatacgtctg aatcttattt tgataegata cactggagae aatteaecet attceeeaac 417 

tataatttat tttcatggga atgcaggeaa cataggtcac aggttggeca aatgcattae 477 

ttatgttggt taacctcaaa gttaaecttt tgetggttga ttatcgagga tatggaaaaa 537 

gtgaaggaga ageaagtgaa gaaggactct acttagatte tgaagctgtg ttagaetacg 597 

tgatgaetag aectgacett gataaaaeaa aaatttttet ttttggccgt teettgggtg 6 57 

gareagtgge tattcatttg gettetgaaa atteaeatag gatttcagee attatggtgg 717 

agaacaeatt tttaagcata ccaeatatgg ceagcacttt atttteatte ttteegatgc 777 

gttaecttec tttatggtgc tacaaaaata aatttttgtc ctacagaaaa atetctcagt 837 

gtagaatgee ttcaetttte atctctggae tetcagatea attaattcea ceagtaatga 897 

tgaaacaact ttatgaacte tecccatetc ggaetaagan attagecatt tttceagatg 957 

ggactcacaa tgaeacatgg cagtgecaag getatttcae tgcacttgaa eagttcatca 1017 

aagaagtcgt aaagagceat tcteetgaag aaatggcaaa aacttcatet aatgtaacaa 1077 

ttatataatg tttccctttt tgattattge attgtatttt aatttgtgea gaatgataaa 1137 

gaatgttcct tttagaagtg tgttatgtet gtaectgtet gaagagtgae attaaacttt 1197 



207 



gaaaggactt cactgctcct ttacgatatt ccaaatagtt ttttacattg gaaaaactaa 12 57 

ttcttgggat tctttcatac attttcatca aaactttcag tgtgattatg tattcatatc 1317 

ttcagtttaa tatgtcagta taatagatat tgttcaaaag tttcttgttg ctaaagtggt 13 77 

gtaatctgtt acacagatga atagctagat gtggaaagag atatgtaaac aagaaacctt 1437 

tgggtattgt ttcttaagta aatattggga caatcatggt aagcaaactt agttctgtaa 14 97 

ctgcattttt caccttaaaa gttaaatgaa atgcatgatg gtattttatt ccttgaatta 1557 

tgcaatgcaa cattttacat gtaaatagca ctggtcatat actgatgtat atggttatct 1617 

gggttatatc tatttttatg taaactctat ttttgttttt ggcaagaagt gaaattgaga 1677 

cttatgtgca ggttgccatt gaattttgct ctggtgaatg ctgagatcca gctttttctt 1737 

acaaataaat gggaccctgt tttccaaaaa aaaaaaamcm 1777 

<210> 270 
<211> 970 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .497 



<220> 

<221> sig_peptide 
<222> 12. .104 
<223> Von Heijne matrix 
score 5 . 5 

seq LVGVLWFVSVTTG/PW 



<220> 

<221> polyA_signal 
<222> 935. .940 



<220> 

<221> polyA_site 
<222> 955 . .967 



<400> 270 

aggtctccaa g atg gcg gcc gcc tgg ccg tct ggt ccg kct get ccg gag 50 
Met Ala Ala Ala Trp Pro Ser Gly Pro Xaa Ala Pro Glu 
-30 -25 -20 

gcc gtg acg gcc aga etc gtt ggt gtc ctg tgg ttc gtc tea gtc act 98 
Ala Val Thr Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr 

-15 -10 -5 

aea gga ecc tgg ggg get gtt gee aee tec gee ggg gge gag gag teg 146 
Thr Gly Pro Trp Gly Ala Val Ala Thr Ser Ala Gly Gly Glu Glu Ser 

15 10 
ett aag tge gag gac etc aaa gtg gga caa tat att tgt aaa gat cea 194 
Leu Lys Cys Glu Asp Leu Lys Val Gly Gin Tyr lie Cys Lys Asp Pro 
15 20 25 30 

aaa ata aat gac get aeg caa gaa cca gtt aac tgt aea aac tae aea 242 
Lys lie Asn Asp Ala Thr Gin Glu Pro Val Asn Cys Thr Asn Tyr Thr 

35 40 45 

get cat gtt tee tgt ttt cca gca ecc aac ata act tgt aag gat tee 2 90 

Ala His Val Ser Cys Phe Pro Ala Pro Asn lie Thr Cys Lys Asp Ser 

50 55 60 

agt gge aat gaa aea eat ttt act ggg aac gaa gtt ggt ttt ttc aag 338 
Ser Gly Asn Glu Thr His Phe Thr Gly Asn Glu Val Gly Phe Phe Lys 
65 70 75 



208 



aat gta aat ggc tat tec tac aat gag cag teg 386 
Asn Val Asn Gly Tyr Ser Tyr Asn Glu Gin Ser 

85 90 
tgg atg gtt ggg age aga teg att tta cct tgg 434 
Trp Met Val Gly Ser Arg Ser lie Leu Pro Trp 
100 105 110 

ttt gtt aaa btt tyg eae tgt agg gtt tkg tgg 482 
Phe Val Lys Xaa Xaa His Cys Arg Val Xaa Trp 

120 125 
tqattteaty cttatttcaa tqeagattgt tggaeettea 53 7 



aatggaagta gttacattat agattaetat ggaaceagae ttacaagact gagtattact 597 

aatgaaacat ttagaaaaac gcaattatat ccataaatat tttttaaaag aaaeagattt 657 

gageetectt gattttaata gagaacttet agtgtatgga tttaaagatt tetetttttc 717 

atteatatac cattttatga gttctgtata attttttgtg gtttttgttt tgttgagtta 777 

aagtatatta ttgtgagatt tatttaatag gaetteettt gaaagetgta taatagtgtt 837 

tctcgggett etgtetetat gagagatage ttattaetet gataetettt aatcttttac 897 

aaaggeaagt tgeeaettgt catttttgtt tetgaaaaat aaaagtataa ettatteaea 957 

aaaaaaaaaa mms 970 



eee 


ata 


tet 


tge 


cga 


Pro 


He 


Ser 


Cys 


Arg 




80 








cat 


gtc 


tet 


ttt 


tet 


His 


Val 


Ser 


Phe 


Ser 


95 










ata 


ccc 


tge 


ttt 


ggg 


He 


Pro 


Cys 


Phe 


Gly 










115 


aat 


tgg 


gag 


cct 


aat 


Asn 


Trp 


Glu 


Pro 


Asn 








130 





<210> 271 
<211> 645 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 90. .383 



<220> 

<221> sig_peptide 

<222> 90. .200 

<223> Von Heijne matrix 

score 4.90000009536743 
seq MLIMLGIFFNVHS/AV 



<220> 

<221> polyA_signal 
<222> 609. .614 



<220> 

<221> polyA_site 
<222> 632. .643 



<400> 271 

atctctgccc cectgegagg gcatcctggg ctttetceca eegcttteeg agcccgcttg 60 
caccteggcg ateeccgact eccttcttt atg gcg teg etc etg tge tgt ggg 113 

Met Ala Ser Leu Leu Cys Cys Gly 
-35 -30 
ccg aag etg gee gee tge ggc ate gtc etc age gee tgg gga gtg ate 161 
Pro Lys Leu Ala Ala Cys Gly He Val Leu Ser Ala Trp Gly Val He 

-25 -20 -15 

atg ttg ata atg etc gga ata ttt tte aat gtc eat tec get gtg ttg 209 
Met Leu He Met Leu Gly He Phe Phe Asn Val His Ser Ala Val Leu 

-10 -5 1 

att gag gae gtt cec tte aeg gag aaa gat ttt gag aac ggc ccc car 257 



209 



lie Glu Asp Val Pro Phe Thr Glu Lys Asp Phe Glu Asn Gly Pro Gin 

5 10 15 

aac ata tac aac ctt tac rag caa ktc age tac aac tgt ttc ate get 3 05 
Asn lie Tyr Asn Leu Tyr Xaa Gin Xaa Ser Tyr Asn Cys Phe lie Ala 
20 25 30 35 

gca ggc ctt tac etc etc etc gga ggc ttc tet ttc tgc caa ktt egg 3 53 
Ala Gly Leu Tyr Leu Leu Leu Gly Gly Phe Ser Phe Cys Gin Xaa Arg 

40 45 50 

etc aat aag cgc aag gaa tac atg gtg cgc tagggceccg gegegtttee 4 03 
Leu Asn Lys Arg Lys Glu Tyr Met Val Arg 

55 60 

ccgetecagc ccctceteta tttaaaract ccctgcaccg tkteaceeag gtcgegtccc 463 

acccttgceg gcgccctetg tgggactggg tttcccgggc rararactga ateccttetc 523 

ceatetctgg catceggecc ccgtggarar ggctgagget ggggggctgt teegtetcte 583 

caceettcgc tgtgtecegt atctcaataa agagaatctg etctcttcaa aaaaaaaaaa 643 

my 645 



<210> 272 

<211> 773 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 332 . .541 



<220> 

<221> sig_j)eptide 

<222> 332 . .376 

<223> Von Heijne matrix 

score 3.59999990463257 
seq FLPCCLLWSVFNP/ES 



<220> 

<221> polyA_signal 
<222> 739. .744 



<220> 

<221> polyA_site 
<222> 761. .773 



<220> 

<221> misc_feature 

<222> 404 

<223> n=a, g, c or t 



<400> 272 

aaaacaatte atgectttea tagtttatta ttattaaagt etaaacaaaa ttgcaatttc 6 0 

ttaggtaace ttatatttae aataaatgaa gattacccte aaatgetaga agetgtetag 12 0 

gtcegtcegg tgtgtcagat tttcctcaga ttagatgtgc caataaccaa gtttattcag 18 0 

taaacaaett gtaettgttt catctggttt tattactctc acccataaac agtaatgact 24 0 

ctctgaccct ctggaaatat gtaatgette caatettget ttgtgtatet catttaattt 300 

gttataaggt agtaetgatt ttagcatatt a atg ega ttt ctt cet tgt tgt 352 

Met Arg Phe Leu Pro Cys Cys 
-15 -10 

ttg ctt tgg tct gtg ttc aat cca gag age tta aat tgt cat tat ttt 400 
Leu Leu Trp Ser Val Phe Asn Pro Glu Ser Leu Asn Cys His Tyr Phe 



210 



-5 1 
ghk ndd gaa amc tgt att ttt gyt agt tta caa 
Xaa Xaa Glu Xaa Cys lie Phe Xaa Ser Leu Gin 

10 15 
ctt cag gag aaa ctg ctg ggc ttc ctg tgg ctt 
Leu Gin Glu Lys Leu Leu Gly Phe Leu Trp Leu 
25 30 35 

ttt ttc cgt gcc gtg tat ttt tta att gat ttt 
Phe Phe Arg Ala Val Tyr Phe Leu lie Asp Phe 



45 



50 



tgaaaagaaa gtgttttatt ttcaaatctg gtccatattt 
gccttaaact gtacagaatt tccactgtaa ttaaaactat 
ccttcaaaaa gagagattct ccattacacg atcacctgca 
atgtttctgc atagcgaaat aaaaatggca aatgcactga 



tat tat gaa att tea 
Tyr Tyr Glu lie Ser 
20 

tgt ttt ctt agt tac 
Cys Phe Leu Ser Tyr 
40 

tct tct ttt act 
Ser Ser Phe Thr 
55 

acattctagt tcagagccaa 
ttagtgttag ttataaatag 
tcacagccca tggtgaatgt 
aaaaaaaaaa aa 



448 



496 



541 



601 
661 
721 
773 



<210> 273 

<211> 566 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 43. .222 



<220> 

<221> sig_peptide 
<222> 43 . . 177 
<223> Von Heijne matrix 
score 4 

seq ENFLSLLSKSCSA/DP 



<220> 

<221> polyA_signal 
<222> 530. . 535 



<220> 

<221> polyA_site 
<222> 555. .566 



<400> 273 

aacgagtgga ggtgtggcta gtggctgtga tgagataaat cc atg cat age ctt 54 

Met His Ser Leu 
-45 

102 



150 



ttc 


att 


gcg 


age 


ttg 


aaa 


gtt 


ctt 


ttc 


tat 


tac 


agt ttt age ttt 


agg 


Phe 


He 


Ala 


Ser 


Leu 


Lys 


Val 


Leu 


Phe 


Tyr 


Tyr 


Ser Phe Ser Phe 


Arg 




-4 0 










-35 










-30 




ttt 


aat 


tgg 


ttc 


gae 


tge 


ctt 


etc 


cac 


aat 


ttg 


ggc gag aat ttc 


ctt 


Phe 


Asn 


Trp 


Phe 


Asp 


Cys 


Leu 


Leu 


His 


Asn 


Leu 


Gly Glu Asn Phe 


Leu 


-25 










-20 










-15 




-10 


age 


ctt 


etc 


age 


aaa 


agt 


tgt 


tct 


gcg 


gae 


ceg 


tct ggg tea act 


ttc 


Ser 


Leu 


Leu 


Ser 


Lys 
-5 


Ser 


Cys 


Ser 


Ala 


Asp 


Pro 


Ser Gly Ser Thr 


Phe 


atg 


agg 


gae 


att 


gag 


aca 


aac 


aaa 


tgaaatatgg gttaaagtae tetgagcagc 


Met 


Arg 


Asp 


He 


Glu 


Thr 


Asn 


Lys 













198 



252 



10 15 
tacaaaaaga araccagtet atcctgctgg agacagtggc cacgtgaara aagagctctt 312 
gcagtatgaa agaecacatg gaaagagagg ccaeatggaa ceaacagtea gcatcttggt 372 



211 



ttcggacacg tgaaraaatt catctcarac tgtgtatcct aaatcaggca cttgctgaat 432 

ctaactacat gagtgagacc agttgacaac acatggagca racatgagct gttctcagtg 492 

artcctacac aaattcctga ctcacaacac tgtgagcaat aaaatggttg ttattttaag 552 

ccaaaaaaaa aaaa 566 



<210> 274 

<211> 455 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 115. .231 



<220> 

<221> sig_peptide 
<222> 115. .180 
<223> Von Heijne matrix 
score 5 

seq HLFVTWSSQRALS/HP 



<220> 

<221> polyA_signal 
<222> 419. .424 



<220> 

<221> polyA_site 
<222> 445. .455 



<400> 274 

aacctgccag tkatgcaaat gccaaaatgt gggtcatcat atagtatatt tgaaaccttt 6 0 

ctgaacatgt acaccaccca atgctagagg ctgacttgga aaccggtggg tgca atg 117 

Met 

ccc gag get gtg gaa caa tea gcc cat etc ttt gtg acc tgg age agt 165 
Pro Glu Ala Val Glu Gin Ser Ala His Leu Phe Val Thr Trp Ser Ser 

-20 -15 -10 

cag agg gee etc agt cae eec gcc cca ttc etc aee ara raa aar aat 213 
Gin Arg Ala Leu Ser His Pro Ala Pro Phe Leu Thr Xaa Xaa Lys Asn 
-5 15 10 

eca ttt eta tgg aag cte tgacgtaact tcagtgtttt etaeaataet 261 
Pro Phe Leu Trp Lys Leu 
15 

cctcctgccc cgccceatta aaacagttet tttgttaaaa aatavcctaa tggteeaact 321 
ttgetgtetg ttcttccaaa tgtttataat acacattatt tataaatatg tetgtttggg 381 
aagetaagaa eaagctagtt tttacaacac aaatggaaat aaatgeaatt attataaaaa 441 
tyeaaaaaaa aaaa 455 



<210> 275 

<211> 673 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 232 . .384 



<220> 



212 



<221> sig_peptide 

<222> 232 . . 300 

<223> Von Heijne matrix 

score 3.70000004768372 
seq FFLCAAFPLGAGV/KM 



<220> 

<221> polyA_signal 
<222> 650. .655 

<220> 

<221> polyA_site 
<222> 662. .673 



<400> 275 

atttggcttg cagactgcct tctatcccag aacagctgag aaatctatga agctgagatt 60 
ctgaaggacc cagcttaggt tcttccactt aggcctcaat tcccttcctt ttccaggggc 120 
agccttagtt tcccatggcc ctgaaacaca cacatttccc ccttcctttc ccagaagcca 180 
ctggcccccc atagcaccca gtgcatcctt tttacaagtg gaagaactag g atg get 237 

Met Ala 

ttc caa agt ctt eta gaa atg aag ttc ttt etc tgt gea get tte ccc 285 
Phe Gin Ser Leu Leu Glu Met Lys Phe Phe Leu Cys Ala Ala Phe Pro 

-20 -15 -10 

ctt gga gea gga gtg aag atg ttt cat tat ett ggg cet ggg aaa eea 333 
Leu Gly Ala Gly Val Lys Met Phe His Tyr Leu Gly Pro Gly Lys Pro 
-5 15 10 

ett eyy eag get tet ccc tee ccc cac ccc eat agg ame agg att tgg 3 81 

Leu Xaa Gin Ala Ser Pro Ser Pro His Pro His Arg Xaa Arg lie Trp 

15 20 25 

cet tagcttctgg gectatcsgc tgcettcect ettyttccta ceacctcttc 434 
Pro 

tgcettcett trawetetgt tgggcttggg gatettagtt ttcttttgtt tatttcccat 494 
ctcatttttt tcttetggtc agttttttta agggggggtg ttgtggtttt ttgtttttgt 554 
tttgcttctg aaaaareatt tgcctttctt ceteteccaa cataacaate gtggtaacag 614 
aatgcgactg ctgatttacc gatgtattta atgtaagtaa aaaaaggaaa aaaaraaaa 673 



<210> 276 
<211> 639 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 143 . .427 



<220> 

<221> sig_peptide 
<222> 143 . .286 
<223> Von Heijne matrix 
score 7 . 5 

seq FVILLLFIFTWS/LV 



<220> 

<221> polyA_signal 
<222> 606 . .611 



<220> 



213 



<221> polyA_site 
<222> 628. .639 



<400> 276 

aatcgcttca gcagcatcct ctcagacaag agccactatt tctgattcag atcacctgtc 6 0 

atcgaagttt aaagaagggg aaacaggaga cagaaataca ctgaaccaaa aagattcaaa 120 
agagcaagtg gaatctctaa ga atg get tec age eae tgg aat gaa ace aet 172 

Met Ala Ser Ser His Trp Asn Glu Thr Thr 
-45 -40 

220 



268 



aec 


tct 


gtt 


tat 


cag 


tae 


ett 


ggt 


ttt 


caa 


gtt 


caa 


aaa 


att 


tae 


cet 


Thr 


Ser 


Val 


Tyr 
-35 


Gin 


Tyr 


Leu 


Gly 


Phe 
-30 


Gin 


Val 


Gin 


Lys 


He 
-25 


Tyr 


Pro 


tte 


eat 


gac 


aac 


tgg 


aae 


aet 


gee 


tgc 


ttt 


gte 


ate 


ctg 


ctt 


tta 


ttt 


Phe 


His 


Asp 
-20 


Asn 


Trp 


Asn 


Thr 


Ala 
-15 


Cys 


Phe 


Val 


He 


Leu 
-10 


Leu 


Leu 


Phe 


ata 


ttt 


aea 


gtg 


gta 


tct 


tta 


gtg 


gtg 


ctg 


get 


ttc 


ctt 


tat 


gaa 


gtg 


He 


Phe 
-5 


Thr 


Val 


Val 


Ser 


Leu 
1 


Val 


Val 


Leu 


Ala 
5 


Phe 


Leu 


Tyr 


Glu 


Val 
10 


ett 


gam 


wgc 


tgc 


tgc 


tgt 


gta 


aaa 


aac 


aaa 


acc 


gtg 


aaa 


gac 


ttg 


aaa 


Leu 


Xaa 


Xaa 


Cys 


Cys 
15 


Cys 


Val 


Lys 


Asn 


Lys 
20 


Thr 


Val 


Lys 


Asp 


Leu 
25 


Lys 


agt 


gaa 


ccc 


aae 


cet 


ctt 


ara 


akt 


atg 


atg 


gac 


aae 


ate 


aga 


aaa 


cgt 


Ser 


Glu 


Pro 


Asn 
30 


Pro 


Leu 


Xaa 


Xaa 


Met 
35 


Met 


Asp 


Asn 


He 


Arg 
40 


Lys 


Arg 



316 



364 



412 



gaa act gaa gtg gte taacactcta taraaaatga acaaaatcte tgaaagcagc 46 7 
Glu Thr Glu Val Val 
45 

tcaacetett etgaraaaaa aaatatatte tgaggceaac tgttgctaca aaacaaatte 527 

tgactgaatg gttaaaacat ttctagtara aggggaaaaa aaakttaaac atgcactgtt 587 

tgtgtgtata secatttcat taaatataea gtaaaactye aaaaaaaaaa aa 63 9 



<210> 277 
<211> 772 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 284. .463 



<220> 

<221> sig_peptide 

<222> 284. .379 

<223> Von Heijne matrix 

score 3.79999995231628 
seq TFINITLWLGSLC/QR 



<220> 

<221> polyA_site 
<222> 762 . .772 



<400> 277 

acagetgggg ctttgtettc tttattgcta ggagaatgta geaatagaag ttc teat cgc 60 

cetgtattgc aettttggtt ttaaggaetg gaeccagagt tectgaaage caaaetceat 120 

aagctgctca gtaagttcea agcacatage eggctkhggg atgcgattcg gtegaggtct 180 

gttgaatgaa ggtagacgca geaggcagtt tgtccttacc agtgacctgg aagacggtgg 240 

cacttcctga gtgagctcac ttaeettecc tgaatggtga ggc atg gat gaa tat 2 95 



214 



Met Asp Glu Tyr 
-30 



343 



391 



439 



493 



ttacctccca aagtgctggg attrcagacg tgagccaccg cgcctggccg aaacaattct 553 

tttgaaagag agaagtctcc ctgtgttgcg caggctggtc tcagactcct ggggtcaagt 613 

gagcctcctg ctttcgcctc ctaaagtgct gggattacag gcgtgagcca ccgcacccgg 673 

acagatgtgt tgattttaaa gtgggtatga ggcctgagcc ctggagtttg agaccagcct 733 

ggacaacatg gcaagaccct gtctctccaa aaaaaaaaa 772 



tec 


tgg 


tgg 


tgc 


cac 


gtg 


tta 


gag 


gtg gta 


aag 


ggt caa atg 


ttt 


act 


Ser 


Trp 


Trp 


Cys 
-25 


His 


Val 


Leu 


Glu 


Val Val 
-20 


Lys 


Gly Gin Met 
-15 


Phe 


Thr 


ttt 


att 


aat 


att 


aca 


tta 


tgg 


ctt 


ggt tct 


ctg 


tgt cag cga 


ttt 


ttc 


Phe 


He 


Asn 
-10 


He 


Thr 


Leu 


Trp 


Leu 
-5 


Gly Ser 


Leu 


Cys Gin Arg 
1 


Phe 


Phe 


tat 


gcc 


teg 


ggt 


act 


tat 


ttc 


eta 


ata tat 


ate 


age aca gta 


acg 


ect 


Tyr 


Ala 


Ser 


Gly 


Thr 


Tyr 


Phe 


Leu 


He Tyr 


He 


Ser Thr Val 


Thr 


Pro 


5 










10 








15 






20 


age 


tgg 


agg 


ctt 


tgt 


ctt 


gtt 


agt 


tgataaatta gtggtaacag gtagatttgg 


Ser 


Trp 


Arg 


Leu 


Cys 
25 


Leu 


Val 


Ser 













<210> 278 
<211> 840 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 162. .671 



<220> 

<221> sig_peptide 

<222> 162. .398 

<223> Von Heijne matrix 

score 4.09999990463257 
seq QGVLFICFTCARS/FP 



<220> 

<221> polyA_signal 
<222> 805. .810 



<220> 

<221> polyA_site 
<222> 830. .840 



<400> 278 

aaaaactgag gectgggage aggaacctgt aggcageget tgagggtagc gggatagcag 60 
ctgcaacgcg cgtgggaggc gggggctctg ggcggaacaa aaatcacagg atgtcagagg 120 
atgtttcccg ggaagaactg ggataaaggg gtcecagcac c atg gag gac ccg aac 176 

Met Glu Asp Pro Asn 
-75 

ccc aag gag aga agt ccc 224 
Pro Lys Glu Arg Ser Pro 
-60 

999 gcc ccg aag tgc acc 272 
Gly Ala Pro Lys Cys Thr 
-45 

ttc cag gag cgt cac atg 320 



cct gaa gag aac atg 
Pro Glu Glu Asn Met 
-70 

cag age eca gga ggc 
Gin Ser Pro Gly Gly 
-55 

cgc tgc etc ate acc 



aag cag cag gat tea 
Lys Gin Gin Asp Ser 
-65 

aac ate tgc cac ctg 
Asn He Cys His Leu 
-50 

ttc gea gat tec aag 



215 



Arg Cys Leu lie Thr Phe Ala Asp Ser Lys Phe Gin Glu Arg His Met 
-40 -35 -30 

egg gag cac cca gcg gac ttc gtg gcc cag aag ctg cag ggg gtc 368 
Lys Arg Glu His Pro Ala Asp Phe Val Ala Gin Lys Leu Gin Gly Val 

-25 -20 -15 

etc ttc ate tgc ttc acc tgc gcc cgc tec ttc ccc tec tec aaa gee 416 
Leu Phe lie Cys Phe Thr Cys Ala Arg Ser Phe Pro Ser Ser Lys Ala 
-10 -5 15 

ckr rke ace cac car cgc age cac ggt cca rce gee aag ccc acc ctg 464 
Xaa Xaa Thr His Gin Arg Ser His Gly Pro Xaa Ala Lys Pro Thr Leu 

10 15 20 

ecg gtt gea acc act act gcc ear ccc acc ttc cet tgt cet gac tgt 512 
Pro Val Ala Thr Thr Thr Ala Gin Pro Thr Phe Pro Cys Pro Asp Cys 

25 30 35 

ggc aaa ace ttt ggg cag get gtt tct ctg arg egg cac esc caa atr 560 
Gly Lys Thr Phe Gly Gin Ala Val Ser Leu Xaa Arg His Xaa Gin Xaa 

40 45 50 

cat gar gtc cgt gcc cet cet ggc acc ttc gee tgc aca rad tgc ggt 608 
His Glu Val Arg Ala Pro Pro Gly Thr Phe Ala Cys Thr Xaa Cys Gly 
55 60 65 70 

cag gac ttt get car gaa rca ggg ctg cat caa cac tac att egg eat 656 
Gin Asp Phe Ala Gin Glu Xaa Gly Leu His Gin His Tyr lie Arg His 

75 80 85 

gcc egg ggg gga etc tgagttcagc ttaagcetet ceaeggtgae gggtggetet 711 
Ala Arg Gly Gly Leu 
90 

gtggctggta ggactcacce atgatatggg gtgeaggaac tetgggggee ctgaaggatt 771 
tgcttccetc ceetgggaag geagagggct cttaataaag aggacccaka agattcttaa 831 
aaaaaaaaa 840 



<210> 279 

<211> 840 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 63. .632 



<220> 

<221> sig_peptide 

<222> 63. .308 

<223> Von Heijne matrix 

score 4.40000009536743 
seq NLPHLQWGLTWG/HI 

<220> 

<221> polyA_signal 
<222> 808. .813 



<220> 

<221> polyA_site 
<222> 829. .840 



<400> 279 

aacttecggt cgcgeeascg eccgttgcca gttctgegeg tgtcctgeat etecagtatg 60 
ga atg tat gtd tgg ccc tgt get gtg gtc ctg gee cag tac ett tgg 107 



216 



Met Tyr Val Trp Pro Cys Ala Val Val Leu Ala Gin Tyr Leu Trp 
-80 -75 -70 

ttt cac aga aga tct ctg cca ggc aag gcc ate tta gag att gga get 155 
Phe His Arg Arg Ser Leu Pro Gly Lys Ala lie Leu Glu lie Gly Ala 

-65 -60 -55 

99^ gtg age ctt eea gga att ttg get gee aaa tgt ggt gca gaa gta 2 03 

Gly Val Ser Leu Pro Gly lie Leu Ala Ala Lys Cys Gly Ala Glu Val 

-50 -45 -40 

ata ctg tea gae age tea gaa ctg cet eac tgt ctg gaa gtc tgt egg 251 
lie Leu Ser Asp Ser Ser Glu Leu Pro His Cys Leu Glu Val Cys Arg 
-35 -30 -25 -20 

caa age tge eaa atg aat aac ctg cca cat ctg cag gtg gta gga eta 299 
Gin Ser Cys Gin Met Asn Asn Leu Pro His Leu Gin Val Val Gly Leu 

-15 -10 -5 

aca tgg ggt eat ata tct tgg gat ctt ctg get eta eea cca caa gat 347 
Thr Trp Gly His lie Ser Trp Asp Leu Leu Ala Leu Pro Pro Gin Asp 

15 10 
att ate ctt gca tct gat gtg ttc ttt gaa eea gaa rat ttt gaa gae 3 95 

lie lie Leu Ala Ser Asp Val Phe Phe Glu Pro Glu Xaa Phe Glu Asp 

15 20 25 

att ttg get aca ata tat ttt ttg atg cac aar aat cec aag gtc caa 443 
lie Leu Ala Thr lie Tyr Phe Leu Met His Lys Asn Pro Lys Val Gin 
30 35 40 45 

ttg tgg tct act tat eaa gtt agg art get gae tgg tea ctt gaa get 491 
Leu Trp Ser Thr Tyr Gin Val Arg Xaa Ala Asp Trp Ser Leu Glu Ala 

50 55 60 

tta etc tac aaa tgg gat atg aaa tgt gtc cac att cet ctt gag tct 539 
Leu Leu Tyr Lys Trp Asp Met Lys Cys Val His lie Pro Leu Glu Ser 

65 70 75 

ttt gat gca gae aaa gaa rat ata gca gaa tct acc ctt cca gga aga 587 
Phe Asp Ala Asp Lys Glu Xaa lie Ala Glu Ser Thr Leu Pro Gly Arg 

80 85 90 

cat aca gtt gaa atg ctg gtc att tec ttt gca aag gae agt etc 632 
His Thr Val Glu Met Leu Val lie Ser Phe Ala Lys Asp Ser Leu 

95 100 105 

tgaattatae etacaacctg ttetgggaea gtatcaatac tgatgagcaa cetggcacac 692 
aaactatgag eagaceactt cagettgaga atgeagtggg tctgaagatg gtcaagtetg 752 
tttgeettar attttgatgt caectagaca acacttaaac tcatatgaaa caaaaattaa 812 
aataegtatt acaageaaaa aaaaaaaa 840 

<210> 280 
<211> 849 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .362 

<220> 

<221> sig_peptide 

<222> 21. .200 

<223> Von Heijne matrix 

score 4.80000019073486 

seq LVILSLKSQTLDA/ET 

<220> 



217 



<221> polyA_signal 
<222> 821. .826 



<220> 

<221> polyA_site 
<222> 838. .849 



<400> 280 

agtaagtccc cccgcctcgc atg atg get gcg gtg ccg ccg ggc ctg gag ccg 53 

Met Met Ala Ala Val Pro Pro Gly Leu Glu Pro 
-60 -55 -50 

tgg aac cgt gtg aga ate act aag gcg ggg aac cgc age gca gtg aca 101 
Trp Asn Arg Val Arg lie Pro Lys Ala Gly Asn Arg Ser Ala Val Thr 

-45 -40 -35 

gtg cag aac ccc ggc gcg gcc ctt gac ctt tgc att gca get gta att 149 
Val Gin Asn Pro Gly Ala Ala Leu Asp Leu Cys lie Ala Ala Val lie 

-30 -25 -20 

aaa gaa tge cat etc gtc ata ctg teg ctg aag age eaa ace tta gat 197 
Lys Glu Cys His Leu Val lie Leu Ser Leu Lys Ser Gin Thr Leu Asp 

-15 -10 -5 

gca gaa aca gat gtg tta tgt gca gtc ctt tac age aat cac aac aga 245 
Ala Glu Thr Asp Val Leu Cys Ala Val Leu Tyr Ser Asn His Asn Arg 

15 10 15 

atg ggc cgc cac aaa ccc cat ttg gee etc aaa cag gtt gag eaa tgt 2 93 

Met Gly Arg His Lys Pro His Leu Ala Leu Lys Gin Val Glu Gin Cys 

20 25 30 

tta aag cgt ttg aaa aac atg aat ttg gag ggc tea att eaa gac ctg 341 
Leu Lys Arg Leu Lys Asn Met Asn Leu Glu Gly Ser lie Gin Asp Leu 

35 40 45 

ttt gag ttg ttt tct tee aag taagtaagtg gtccarttge tttgtgatgt 3 92 

Phe Glu Leu Phe Ser Ser Lys 
50 

ggtgggctgg gaactcaatg tcttgtgate keccttwgga ttketctakg ctygckgttg 452 
gaatataace aattatacew eagctgtaka aatwttgttt taatgtgggg taccyggtgt 512 
ktgtggtaat ettctgaeat tgatctatgg gartgaetgg tgtgaeattg aaatctgggt 572 
catggtagat tatattaaaa catcagtggg ctgttattgt gettaaetac ctcaagttga 632 
gettaaagea agtcttcaet tgaaaactge tatagaaatg ctttatattt aaaaatgaaa 692 
gtaatgggar mttgeaeata getgaaaatg tgaagggtcg eecagggagg amatggaagc 752 
tctgtgette ttetgccata ccttgcccta tgeatctett tgttteaate etttgtcata 812 
tcctttataa taaactggta aatgtaaaaa aaaaaaa 84 9 



<210> 281 

<211> 1344 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 21. .503 



<220> 

<221> sig_peptide 

<222> 21. .344 

<223> Von Heijne matrix 

score 5.30000019073486 
seq ACMTLTASPGVFP/SL 



218 



<220> 

<221> polyA_signal 

<222> 1305. .1310 

<220> 

<221> polyA_site 

<222> 1330 . .1341 



<400> 281 

aaacaactcc ggaaagtaca atg acc age ggg cag gcc cga get tec wye cag 53 

Met Thr Ser Gly Gin Ala Arg Ala Ser Xaa Gin 
-105 -100 
tec cec cag gee ctg gag gae teg gge ecg gtg aat ate tea gtc tea 101 
Ser Pro Gin Ala Leu Glu Asp Ser Gly Pro Val Asn lie Ser Val Ser 

-95 -90 -85 

ate acc eta acc ctg gae cea ctg aaa cec ttc gga ggg tat tee egc 149 
lie Thr Leu Thr Leu Asp Pro Leu Lys Pro Phe Gly Gly Tyr Ser Arg 

-80 -75 -70 

aac gtc ace cat ctg tac tea acc ate tta ggg eat cag att gga ett 197 
Asn Val Thr His Leu Tyr Ser Thr lie Leu Gly His Gin lie Gly Leu 
-65 -60 -55 -50 

tea gge agg gaa gcc eac gag gag ata aac ate acc ttc acc ctg cct 245 
Ser Gly Arg Glu Ala His Glu Glu lie Asn lie Thr Phe Thr Leu Pro 

-45 -40 -35 

aca geg tgg age tea gat gae tge gee etc eac ggt cac tgt gag cag 293 
Thr Ala Trp Ser Ser Asp Asp Cys Ala Leu His Gly His Cys Glu Gin 

-30 -25 -20 

gtg gta ttc aca gee tge atg acc etc acg gcc age cct ggg gtg ttc 341 
Val Val Phe Thr Ala Cys Met Thr Leu Thr Ala Ser Pro Gly Val Phe 

-15 -10 -5 

ecg tea ctg tac age cac cgc act gtg ttc ctg aca cgt aca gea acg 389 
Pro Ser Leu Tyr Ser His Arg Thr Val Phe Leu Thr Arg Thr Ala Thr 

15 10 15 

cca cgc tct ggt aca aga tet tea caa ctg cca gag atg cca aca caa 437 
Pro Arg Ser Gly Thr Arg Ser Ser Gin Leu Pro Glu Met Pro Thr Gin 

20 25 30 

aat acg cec aaa att aca ate ett tct ggt gtt ata agg ggg cca ttg 485 
Asn Thr Pro Lys lie Thr lie Leu Ser Gly Val lie Arg Gly Pro Leu 

35 40 45 

gaa aag tct ate atg ett taaatcccaa gcttacagtg attgttceag 533 
Glu Lys Ser lie Met Leu 
50 

atgacgaecg ttcattaata aatttgeate teatgeacae eagttacttc ctctttgtga 593 
tggtgataac aatgttttgc tatgctgtta tcaagggcag acetagcaaa ttgegteaga 653 
geaatcctga attttgteec gagaaggtgg ctttggctga agectaatte eacageteet 713 
tgttttttga gagagaetga gagaaccata atccttgcct getgaaccca gectgggeet 773 
ggatgctctg tgaataeatt atettgegat gttgggttat tccagecaaa gacatttcaa 833 
gtgeetgtaa ctgatttgta catatttata aaaatetatt cagaaattgg tccaataatg 8 93 
cacgtgcttt gccctgggta eagecagagc cetteaaccc caccttggac ttgaggaect 953 
acctgatggg acgtttccae gtgtctctag agaaggatcc tggatctagc tggtcacgac 1013 
gatgttttca ccaaggtcae aggagcattg cgtcgetgat ggggttgaag tttggtttgg 1073 
ttettgtttc ageceaatat gtagagaaea tttgaaacag tctgcacctt tgataeggta 1133 
ttgeatttec aaagceacca atccattttg tggattttat gtgtctgtgg cttaataate 1193 
atagtaacaa caataatacc tttttctcca ttttgettgc aggaaaeata eettaagttt 1253 
tttttgtttt gtttttgttt ttttgttttt tgttttectt tatgaagaaa aaataaaata 1313 
gteacatttt aatacyaaaa aaaaaaaame h 1344 



219 



<210> 282 
<211> 671 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 1. .201 

<220> 

<221> sig_peptide 
<222> 1. .63 

<223> Von Heijne matrix 

score 5.09999990463257 
seq LLLKIWLLQRPES/QE 

<220> 

<221> polyA_signal 
<222> 637. .642 

<220> 

<221> polyA_site 
<222> 660. .671 



<400> 282 



atg 


ctg 


gga 


ggt 


gac 


cat 


agg 


get 


ctg 


ctt 


tta 


aag 


ata 


tgg 


ctg 


ctt 


48 


Met 


Leu 


Gly 


Gly 


Asp 


His 


Arg 


Ala 


Leu 


Leu 


Leu 


Lys 


He 


Trp 


Leu 


Leu 






-20 










-15 










-10 












caa 


agg 


cca 


gag 


tea 


cag 


gaa 


gga 


ctt 


ctt 


cca 


ggg 


aga 


tta 


gtg 


gtg 


96 


Gin 


Arg 


Pro 


Glu 


Ser 


Gin 


Glu 


Gly 


Leu 


Leu 


Pro 


Gly 


Arg 


Leu 


Val 


Val 




-5 










1 








5 










10 






atg 


gag 


agg 


aga 


gtt 


aaa 


aat 


gac 


etc 


atg 


tee 


ttc 


ttg 


tec 


aeg 


gtt 


144 


Met 


Glu 


Arg 


Arg 


Val 


Lys 


Asn 


Asp 


Leu 


Met 


Ser 


Phe 


Leu 


Ser 


Thr 


Val 










15 










20 










25 








ttg 


ttg 


agt 


ttt 


cac 


tct 


tct 


aat 


gea 


agg 


gtc 


tea 


cae 


tgt 


gaa 


cca 


192 


Leu 


Leu 


Ser 


Phe 


His 


Ser 


Ser 


Asn 


Ala 


Arg 


Val 


Ser 


His 


Cys 


Glu 


Pro 





30 35 40 



ctt agg atg tgatcacttt caggtggeea ggaatgttga atgtctttgg 241 
Leu Arg Met 
45 

etcagttcat ttaaaaaaga tatetatttg aaagttctca rarttgtaca tatgttteac 3 01 

agtaeaggat etgtacataa aagtttettt cetaaaccat teaeeaagag ecaatatcta 361 

ggcattttet tggtagcaca aattttctta ttgcttaraa aattgtcetc cttgttattt 421 

etgtttgtaa racttaagtg agttaggtet ttaaggaaag caacgetect ctgaaatget 481 

tgtetttttt ctgttgecga aatarctggt cctttttegg gagttaratg tatarartgt 541 

ttgtatgtaa acatttcttg taggcatcae catgaacaaa gatatatttt etatttattt 601 

attatatgtg eaettcaaga agteaetgtc agagaaataa agaattgtet taaatgteaa 661 

aaaaaaaaaa 671 

<210> 283 

<211> 1601 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 39. .1034 



220 



<220> 

<221> sig_peptide 

<222> 39. .134 

<223> Von Heijne matrix 

score 6.09999990463257 
seq LPLLTSALHGLQQ/QH 



<220> 

<221> polyA_signal 
<222> 1566. .1571 



<220> 

<221> polyA_site 
<222> 1587. .1597 



<400> 283 

agccccagat cctgaaggag gtgcagagcc cagagggg atg ate keg etg agg gac 56 

Met lie Xaa Leu Arg Asp 
-30 

aea get gee tec etc egc ett gag aga gac aca agg eag ttg cca etg 104 
Thr Ala Ala Ser Leu Arg Leu Glu Arg Asp Thr Arg Gin Leu Pro Leu 

-25 -20 -15 

etc ace agt gee etg eac gga etg eag eag eag eac cca gee tte tet 152 
Leu Thr Ser Ala Leu His Gly Leu Gin Gin Gin His Pro Ala Phe Ser 
-10 -5 15 

ggt gtg gca egg etg gee aag egg tgg gtg egt gcc cag ett ett ggt 2 00 

Gly Val Ala Arg Leu Ala Lys Arg Trp Val Arg Ala Gin Leu Leu Gly 

10 15 20 

gag ggt tte get gat gag age etg gat etg gtg gee get gee ett tte 248 
Glu Gly Phe Ala Asp Glu Ser Leu Asp Leu Val Ala Ala Ala Leu Phe 

25 30 35 

etg eac ect gag cee tte ace cct eeg agt tee eee eag gtt gge tte 296 
Leu His Pro Glu Pro Phe Thr Pro Pro Ser Ser Pro Gin Val Gly Phe 

40 45 50 

ett ega tte ett tte ttg gta tea acg ttt gat tgg aag aac aae eee 344 
Leu Arg Phe Leu Phe Leu Val Ser Thr Phe Asp Trp Lys Asn Asn Pro 
55 60 65 70 

etc ttt gtc aac etc aat aat gag etc act gtg gag gag cag gtg gar 3 92 

Leu Phe Val Asn Leu Asn Asn Glu Leu Thr Val Glu Glu Gin Val Glu 

75 80 85 

ate egc agt gge tte etg gca get egg gca cag etc eee gte atg gtc 440 
lie Arg Ser Gly Phe Leu Ala Ala Arg Ala Gin Leu Pro Val Met Val 

90 95 100 

att gtt ace ccc caa rac egc aaa aac tet gtg tgg aca cag gat gga 4 88 

lie Val Thr Pro Gin Xaa Arg Lys Asn Ser Val Trp Thr Gin Asp Gly 

105 110 115 

ccc tea gee ear ate etg eag eag ett gtg gte etg gea get gaa see 536 
Pro Ser Ala Gin lie Leu Gin Gin Leu Val Val Leu Ala Ala Glu Xaa 

120 125 130 

etg ccc atg tta rar aas cag etc atg gat cee egg gga ect ggg gac 584 
Leu Pro Met Leu Xaa Xaa Gin Leu Met Asp Pro Arg Gly Pro Gly Asp 
135 140 145 150 

ate agg aca gkg tte egg ceg cee ttg gac att tae gac gtg etg att 632 
lie Arg Thr Xaa Phe Arg Pro Pro Leu Asp lie Tyr Asp Val Leu lie 

155 160 165 

egc etg tet ect egc cat ate eeg egg eac ege eag get gtg gac tcr 680 



221 



Arg Leu Ser Pro Arg His lie Pro Arg His Arg Gin Ala Val Asp Ser 

170 175 180 

cca get gcc tec ttc tgc egg ggc ctg etc age eag ceg ggg ccc tea 728 
Pro Ala Ala Ser Phe Cys Arg Gly Leu Leu Ser Gin Pro Gly Pro Ser 

185 190 195 

tee etg atg ccc gtg ctg ggc tak gat cct cct eag etc tat ctg acg 776 
Ser Leu Met Pro Val Leu Gly Xaa Asp Pro Pro Gin Leu Tyr Leu Thr 

200 205 210 

eag etc arg gag gee ttt ggg gat ctg gee ctt ttc ttc tat gac eag 824 
Gin Leu Xaa Glu Ala Phe Gly Asp Leu Ala Leu Phe Phe Tyr Asp Gin 
215 220 225 230 

eat ggt gga gag gtg att ggt gte etc tgg aag ccc ace age ttc eag 872 
His Gly Gly Glu Val lie Gly Val Leu Trp Lys Pro Thr Ser Phe Gin 

235 240 245 

ceg eag ccc ttc aag gee tee age aca aag ggg cge atg gtg atg tct 92 0 

Pro Gin Pro Phe Lys Ala Ser Ser Thr Lys Gly Arg Met Val Met Ser 

250 255 260 

cga ggt ggg gag eta gta atg gtg ccc aat gtt gaa gea ate ctg gag 968 
Arg Gly Gly Glu Leu Val Met Val Pro Asn Val Glu Ala He Leu Glu 

265 270 275 

gac ttt get gtg ctg ggt gaa ggc ctg gtg eag act gtg gag gee cga 1016 
Asp Phe Ala Val Leu Gly Glu Gly Leu Val Gin Thr Val Glu Ala Arg 

280 285 290 

agt gag agg tgg act gtg tgatcccage tetggageaa getgtagaeg 1064 
Ser Glu Arg Trp Thr Val 
295 300 

gacagcagcfa eattggacct ctagagcaag atgtcagtag gatgaectcc accctecttg :1124 
gacatgaatc etccatggag ggeetgctgg ctgaaeatgc tgaatcatet ceaacaaaac 1184 
eeageeecaa etttctctct gatgctccag cattggggea ggggeatggt ggeeeatgta 1244 
gtctectggg cctcaccate ceagaagagg agtgggagee agctcagaga aggaactgaa 13 04 
cccaggagat ecatccacet attageectg ggcctggacc tccctgcgat ttcccactcc 1364 
tttcttagtc ttcttccaga aacagagaag gggatgtgtg cctgggagag gctctgtctc 1424 
ettcctgctg ceaggaectg tgeetagact tagcatgccc ttcactgcag tgtcaggcct 1484 
ttagatggga cccagcgaaa atgtggeect tetgagteae atcaccgaca ctgageagtg 1544 
gaaaggggct atatgtgtat gaatagacca cattgaagga gcaaaaaaaa aaamcch 1601 



<210> 284 
<211> 1206 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 69. .263 



<220> 

<221> sig_peptide 

<222> 69. .125 

<223> Von Heijne matrix 

score 3.90000009536743 
seq ALSMSSFSFHSSS/CS 



<220> 

<221> polyA_signal 
<222> 1173. .1178 



<220> 



222 



<221> 
<222> 



polyA_site 
1196. .1205 



<400> 284 

acatttgtga ctttaccaat accctcccag ttcttgatag acagctgtag gttgctgggt 60 

tcaagaat atg ggt ggg ata tgg aat get ctt tea atg tct age ttc agt 110 
Met Gly Gly lie Trp Asn Ala Leu Ser Met Ser Ser Phe Ser 
-15 -10 

ttt cat tea tee tec tge tea gea etg tea gee aag age tta etc age 158 
Phe His Ser Ser Ser Cys Ser Ala Leu Ser Ala Lys Ser Leu Leu Ser 
-5 15 10 

aga cae cae ata etg eag eag tte eta gtg aga aaa tct gtg eea eta 206 
Arg His His lie Leu Gin Gin Phe Leu Val Arg Lys Ser Val Pro Leu 

15 20 25 

gaa aat get tea ett eea ttt cct cae etg gge agt tct etg ttt aaa 254 
Glu Asn Ala Ser Leu Pro Phe Pro His Leu Gly Ser Ser Leu Phe Lys 

30 35 40 

att gtg ggc tgatttggtc ttcctctcct cctcccactg ttactgccct 303 
He Val Gly 
45 

gcageeettg ttcaggtgta eagaeeetta ttetggeete tagtgtectt gtctgteatg 363 

acacaccctt cegeeeaaat aectctgace ceaaggctgg aatggggetg gtaggarata 423 

agtttgctta cteatartca tgteetttet ettggcaect getteeetge ggtgtectca 483 

aatggatttc tgtgtggeag tggartgatt geatgaattt ttctgtaaca eattaaettt 543 

gtattattat taagggartt tgaraaaget ttgettataa tgtcaaggea aggaggtaaa 603 

aactggagee caaakaaatt ceettaggge aagattatgt tataataraa aattgaattt 663 

cetgaggcag tggetgeeae eccttttcar atgtttagtc ctgcaaatag eatctttett 723 

gtagtctgtg aeatggatgg ggatgetagg geccttaggg gcaaggggae taaaetaaat 783 

eaakttgagt tttttteeag caggggttar gggaggtact csctgttgat atttgacact 843 

araaagtaat ettttttaca aaactgtttt tetaggtggg tggaaagtga aactgecaca 903 

tcettgttgg tttagtceaa rarateattt gcaacaacag taratgteeg ggttttgttt 963 

ctgtcttttt attatgaaaa actatgttaa gggggaaaat gtggattatg gtaaecarag 1023 

gaateeetas eettgtttte ettaraarac ttgtttagtg ttttateara cgtctgttgt 1083 

agttgtarae aggaaagett gtgaraaaaa eaccacatgg asectgtaaa tgtttttgca 1143 

caacctgtaa ageattcttg gaaktggeca gtaaaaaggg gttttaceat ttaaaaaaaa 12 03 

aat 1206 



<210> 285 

<211> 536 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 115. .285 



<220> 

<221> sig_peptide 

<222> 115 . .204 

<223> Von Heijne matrix 

score 3.70000004768372 
seq SMMLLTVYGGYLC/SV 



<220> 

<221> polyA_signal 
<222> 505. .510 



223 



<220> 

<221> polyA_site 
<222> 525. .536 

<400> 285 

acgagtgctg cgttcggctg tgctgggaag ttgcgtagac agtggcctcg agaccctgcc 60 
tgcctgagga ggcctcggtt ggatgcgaag gagctgcagc atccagggga caag atg 117 

Met 
-30 



cca 


act 




aag 


cag 


eta 


get 


gac 


att gge tat 


aag 


ace 


ttc 


tct 


ace 


165 


Pro 


Thr 


Gly 


Lys 


Gin 
-25 


Leu 


Ala 


Asp 


He Gly Tyr 
-20 


Lys 


Thr 


Phe 


Ser 
-15 


Thr 




tec 


atg 


atg 


ctt 


etc 


act 


gtg 


tat 


ggg ggg tac 


etc 


tgc 


agt 


gtc 


cga 


213 


Ser 


Met 


Met 


Leu 
-10 


Leu 


Thr 


Val 


Tyr 


Gly Gly Tyr 
-5 


Leu 


Cys 


Ser 
1 


Val 


Arg 




gtc 


tac 


cac 


tat 


ttc 


cag 


tgg 


ege 


agg gee cag 


ege 


cag 


gee 


gca 


gaa 


261 


Val 


Tyr 
5 


His 


Tyr 


Phe 


Gin 


Trp 
10 


Arg 


Arg Ala Gin 


Arg 
15 


Gin 


Ala 


Ala 


Glu 




gaa 


cag 


aag 


dac 


tea 


gga 


ate 


atg 


tagaactggg gggctttttc tcctgagear 


315 


Glu 


Gin 


Lys 


Xaa 


Ser 


Gly 


He 


Met 
















20 










25 





















asakgeceaa ggcatgetgt ggagagaett eacctgecac cattteeagg teaaeaggac 3 75 

tagagegttg atggttttea aacectgttg gaagaaagtg ceeatggttt etctggttct 435 

gecartttga eagtttatgg argettttga ategtaatar caatgtgagg gtgargtaca 495 

ectaeagaca ttaaataatt tgctgtgtca aaaaaaaaaa a 536 

<210> 286 
<211> 529 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .344 

<220> 

<221> sig_peptide 
<222> 90. .140 
<223> Von Heijne matrix 

score 8.19999980926514 

seq LLLITAILAVAVG/FP 

<220> 

<221> polyA_signal 
<222> 500. .505 

<220> 

<221> polyA_site 
<222> 515. .527 

<400> 286 

aatatrarae agctacaata ttceagggec artcaettgc catttcteat aacagegtea 
gagagaaaga aetgactgar aegtttgag atg aag aaa gtt etc etc etg ate 

Met Lys Lys Val Leu Leu Leu He 
-15 -10 
aca gee ate ttg gca gtg get gtw ggt ttc cca gtc tct caa gac cag 
Thr Ala He Leu Ala Val Ala Val Gly Phe Pro Val Ser Gin Asp Gin 



60 
113 

161 



224 



-5 15 
gaa cga gaa aaa aga agt ate agt gac age gat gaa tta get tea ggr 2 09 

Glu Arg Glu Lys Arg Ser lie Ser Asp Ser Asp Glu Leu Ala Ser Gly 

10 15 20 

wtt ttt gtg ttc ect tac eca tat eea ttt cgc cca ett cca cca att 257 
Xaa Phe Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro Pro lie 

25 30 35 

eca ttt cca aga ttt cca tgg ttt aga egt aat ttt eet att cca ata 3 05 

Pro Phe Pro Arg Phe Pro Trp Phe Arg Arg Asn Phe Pro lie Pro lie 
40 45 50 55 

eet gaa tet gee eet aca act eee ett eet age gaa aag taaaeaaraa 354 
Pro Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 

60 65 
ggaaaagtea crataaacct ggteaeetga aattgaaatt gagecacttc cttgaaraat 414 
caaaatteet gttaataaaa raaaaaeaaa tgtaattgaa atagcacaca gcattcteta 474 
gteaatatet ttagtgatct tetttaataa aeatgaaage aaaaaaaaaa aaaee 529 



<210> 287 
<211> 493 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 57. .311 



<220> 

<221> sig_j)eptide 

<222> 57. .107 

<223> Von Heijne matrix 

score 8.19999980926514 
seq LLLITAILAVAVG/FP 



<220> 

<221> polyA_signal 
<222> 467. .472 



<220> 

<221> polyA_site 
<222> 482 . .493 



<400> 287 

aacttgeeat tteteataae agegtcagag agaaagaact gaetgaaacg tttgag atg 59 

Met 

aag aaa gtt etc etc etg ate aea gee ate ttg gea gtg get gtt ggt 107 
Lys Lys Val Leu Leu Leu lie Thr Ala lie Leu Ala Val Ala Val Gly 

-15 -10 -5 

ttc cca gtc tet caa gac cak gaa ega gaa aaa aga agt ate agt gae 155 
Phe Pro Val Ser Gin Asp Xaa Glu Arg Glu Lys Arg Ser lie Ser Asp 
15 10 15 

age gat gaa tta get tea ggg ttt ttt gtg ttc eet tae cca tat eea 2 03 

Ser Asp Glu Leu Ala Ser Gly Phe Phe Val Phe Pro Tyr Pro Tyr Pro 

20 25 30 

ttt cgc eea ett eea cca att eea ttt eea aga ttt eca tgg ttt aga 251 
Phe Arg Pro Leu Pro Pro lie Pro Phe Pro Arg Phe Pro Trp Phe Arg 

35 40 45 

egt aat ttt ect att eea ata eet gaa tet gee ect aea act ecc ett 299 



225 



Arg Asn Phe Pro lie Pro lie Pro Glu Ser Ala Pro Thr Thr Pro Leu 

50 55 60 

ccg age gaa aag taaacaagaa ggaaaagtca cgataaacct ggtcacctga 351 
Pro Ser Glu Lys 
65 

aattgaaatt gagccacttc cttgargaat caaaattcct gttaataaaa gaaaaacaaa 411 
tgtaattgaa atagcacaca gcattctcta gtcaatatct ttagtgatct tctttaataa 4 71 
acatgaaagc aaaaaaaaaa aa 493 

<210> 288 
<211> 521 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 96. .302 

<220> 

<221> sig_peptide 
<222> 96. .182 
<223> Von Heijne matrix 
score 5 

seq ELSLLPSSLWVLA/TS 



<220> 

<221> polyA_site 
<222> 501. .514 



<400> 288 

aagagacgtc accggctgcg cccttcagta tcgcggacgg aagatggcgt ccgccacccg 60 
tctcatccag cggctgcgga actgggcgtc cgggc atg acc tgc agg gga age 113 

Met Thr Cys Arg Gly Ser 
-25 

161 



209 



tgc 


age 


tae 


get 


aee 


agg 


aga 


tet 


cca 


age 


gaa 


etc 


age 


etc 


etc 


eca 


Cys 


Ser 


Tyr 


Ala 


Thr 


Arg 


Arg 


Ser 


Pro 


Ser 


Glu 


Leu 


Ser 


Leu 


Leu 


Pro 








-20 










-15 










-10 






age 


tee 


ctg 


tgg 


gte 


eta 


gee 


aca 


age 


tet 


eca 


aca 


att 


act 


att 


gea 


Ser 


Ser 


Leu 


Trp 


Val 


Leu 


Ala 


Thr 
1 


Ser 


Ser 


Pro 


Thr 
5 


He 


Thr 


He 


Ala 


etc 


geg 


-5 
atg 


gee 


gee 


ggg 


aat 


ctg 


tgc 


ecc 


ett 


eca 


tea 


tea 


tkt 


egt 


Leu 


Ala 


Met 


Ala 


Ala 


Gly 


Asn 


Leu 


Cys 


Pro 


Leu 


Pro 


Ser 


Ser 


Xaa 


Arg 


10 










15 










20 










25 


crc 


aaa 


agg 


egc 


tgg 


tgt 


eag 


gea 


asc 


ear 


caa 


ara 


get 


ctg 


ctg 




Xaa 


Lys 


Arg 


Arg 


Trp 


Cys 


Gin 


Ala 


Xaa 


Gin 


Gin 


Xaa 


Ala 


Leu 


Leu 












30 










35 










40 





257 



302 



tagctgccae tgaaaaraag gcggtgacte eagetectee eataaagagg tgggagetgt 362 

ecteggacea gccttaectg tgaeactgea ccctcaegge caccegaeta etttgeetce 422 

ttggatttce tceagggaga atgtgaecta atttatgaea aataegtara geteaggtat 482 

eacttctagt tttactttaa aaaataaaaa aatagagac 521 



<210> 289 

<211> 811 

<212> DNA 

<213> Homo sapiens 



<220> 



226 



<221> CDS 
<222> 161. .526 



<220> 

<221> sig_peptide 

<222> 161. .328 

<223> Von Heijne matrix 

score 4.19999980926514 
seq XSPLLTLALLGQC/SL 



<220> 

<221> polyA_site 
<222> 799. .811 



<220> 

<221> misc_f eature 
<222> 156 

<223> n=a, g, c or t 



<400> 289 

aaaaaattgc agtgctgaag acactggacc cgcaaaaggc tgtccctccc aaacctggga 60 
ttctgggctc actgagttca cctgcgagtc agccctacct gcactgctct ggtctagtac 120 
aaacaggctg ctggcattga ggtctgctac aaaaanarta atg gtc oca tgg ccc 175 

Met Val Pro Trp Pro 
-55 

agg ggc aag gtg aaa act get cct att ccc ate tct agg ttt cct ttc 223 
Arg Gly Lys Val Lys Thr Ala Pro lie Pro lie Ser Arg Phe Pro Phe 

-50 -45 -40 

etc cct acc cac gac cca ccc acc cca gca cat tgg tct cca gca tct 271 
Leu Pro Thr His Asp Pro Pro Thr Pro Ala His Trp Ser Pro Ala Ser 
-35 -30 -25 -20 

cat cag cag ttt aaa cat kkg tea ccc etc etc act ttg gee ctg ctg 319 
His Gin Gin Phe Lys His Xaa Ser Pro Leu Leu Thr Leu Ala Leu Leu 

-15 -10 -5 

ggt cag tgc tct ctg tte are aat ttg agg aaa aaa ctt gca ggg caa 36 7 

Gly Gin Cys Ser Leu Phe Xaa Asn Leu Arg Lys Lys Leu Ala Gly Gin 

15 10 
aaa gca aaa aaa tta cct tee ttc tec age ctg ccc ctg aca etc tgg 415 
Lys Ala Lys Lys Leu Pro Ser Phe Ser Ser Leu Pro Leu Thr Leu Trp 

15 20 25 

cca tta act cct caa ttt get gag etc act aca gtg gca caa aaa aaa 463 
Pro Leu Thr Pro Gin Phe Ala Glu Leu Thr Thr Val Ala Gin Lys Lys 
30 35 40 45 

ttg agg tgg tec ggg ace eta ggt tgg ggt eea gtt ccc age tgg gtt 511 
Leu Arg Trp Ser Gly Thr Leu Gly Trp Gly Pro Val Pro Ser Trp Val 

50 55 60 

caa ttt ttt tta ggg tgaatggagg garagttggg gactgaaaas eetteaaara 566 
Gin Phe Phe Leu Gly 

65 

caatgttatt aeagcaktct ccccttatee aaaktttect ttteetgadt tteagttagc 626 
tatggtcaac egcttggaaa atakttgaae aeagtacaat aaratatttt gaggetggga 686 
ktggtggctc atgeetgtaa taatcceagg actttgtgar aeeaaktttg aaggatcaet 746 
tgaacccagg aktttgarac cascetggge aacatrgtra gaceteatet etacaaaaaa 806 
aaaaa 811 



<210> 290 
<211> 625 



227 



<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 210. .332 



<220> 

<221> sig_peptide 

<222> 210. .299 

<223> Von Heijne matrix 

score 8.10000038146973 
seq ITCLLAFWVPASC/IQ 



<220> 

<221> polyA_signal 
<222> 594. .599 



<220> 

<221> polyA_site 
<222> 613. .625 



<400> 290 

acaggtcsmc ttaacatctc ttgatttgag ccactcccac tgtcatcagc tttcacctgg 60 

attatcgtga cagcctccta ctgcttctct atcatgtggc cagagctatc ttccctaaaa 12 0 

atgcattgca tagttgatca agtcactctc tggcctaaaa ccttccttgg ctccctgctg 180 

ccctcaggat aaagtctgga cccctcagc atg get tgt gag act cat ggt gtc 233 

Met Ala Cys Glu Thr His Gly Val 
-30 -25 

ctt gtc cct get cac etc tet ggt etc ate act tgc ctt ctt gca ttc 281 
Leu Val Pro Ala His Leu Ser Gly Leu lie Thr Cys Leu Leu Ala Phe 

-20 -15 -10 

tgg gte eea gee tee tgt ate cag aga tgc agt ggc tet eea ttg eea 32 9 
Trp Val Pro Ala Ser Cys lie Gin Arg Cys Ser Gly Ser Pro Leu Pro 

-5 15 10 

etc tgattcetee tttettttgg tcacagagaa agggtaettt etetgteaaa 382 
Leu 

tetcaaetta gaettgaett cctccaagga gctttggcta taetetetee ewegacccce 442 

accctggcat aetaeaeara teactctggg ctcacttgcc tgcetaatgg teatetceee 502 

agtaaaetgt aagetecttg agggcaagga ttgtgttgga atttttgtat taacagtgcc 562 

tggettggtg eetggcacct aaaaageact caataaatgt ttgtttaatg aaaaaaaaaa 622 

aaa 625 



<210> 291 

<211> 684 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 212. .361 



<220> 

<22l> sig_peptide 

<222> 212 . . 319 

<223> Von Heijne matrix 

score 4.09999990463257 



228 



seq HWLFLASLSGIKT/YQ 

<220> 

<221> polyA_signal 
<222> 650. .655 



<220> 

<221> polyA_site 
<222> 673 . .684 



<220> 

<221> misc_feature 

<222> 9,571 

<223> n=a, g, c or t 



<400> 291 

atccccawns cactctctca cagagactgt tcttttcctt ctgagaccct actccagctt 60 
gtagttctaa atctgtgatt atgcactgtc tgtcttcctc ttgaggtcag gggccatttc 120 
ttttgttctc tgctatgctc aggacccaga tcaaaggagc tcagtaacta tttacaggcg 180 
tacatcatat gtggaggaca cttatgctgt g atg gcc cca cac aca get tec 232 

Met Ala Pro His Thr Ala Ser 
-35 -30 
ttt ggg gtc tgt ccc ctg etc tec gtt ace egc gtg gta gcc act gag 28 0 

Phe Gly Val Cys Pro Leu Leu Ser Val Thr Arg Val Val Ala Thr Glu 

-25 -20 -15 

eac tgg etc ttc ctg get tea etc tct ggc ate aaa act tat cag tec 328 
His Trp Leu Phe Leu Ala Ser Leu Ser Gly lie Lys Thr Tyr Gin Ser 

-10 -5 1 

tae ate tea gtc ttt tgc aag gtg aca ett ate tgattaecta atteacaera 381 
Tyr lie Ser Val Phe Cys Lys Val Thr Leu lie 

5 10 
aggtgttaat ggtggtaatg geataktatt tattacceca ggggacccak aacggtggta 441 
teaaaacata teattcceea gtggtttaaa actctggtag ctttccargg aatecaaagt 501 
ggaatccagt ctecttaget gawttcaeag ggeecegtct geacaacttg gcttctgtcg 561 
gcttccctan ecctgacttc eeaagectta gtcatcaecc tctctcccae ceagggctca 621 
geacagtace tggaaeagtc aagccctcaa taaatgttta ctgagtgeat yaaaaaaaaa 681 
aaa 684 



<210> 292 

<211> 628 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 75. .482 



<220> 

<221> sigjpeptide 

<222> 75. .128 

<223> Von Heijne matrix 

score 3.59999990463257 
seq KMLISVAMLGAXA/GV 



<220> 

<221> polyA_signal 
<222> 595. .600 
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<220> 

<221> polyA_site 
<222> 618 . .627 



<220> 

<221> misc_feature 

<222> 434 

<223> n=a, g, c or t 



<400> 292 

aagtgagacc gcgcggcaac agcttgcggc tgcggggagc tcccgtgggc gctccgctgg 60 
ctgtgcaggc ggcc atg gat tec ttg egg aaa atg ctg ate tea gte gea 110 
Met Asp Ser Leu Arg Lys Met Leu lie Ser Val Ala 
-15 -10 
atg ctg ggc gea rgg get gge gtg gge tae geg ete etc gtt ate gtg 158 
Met Leu Gly Ala Xaa Ala Gly Val Gly Tyr Ala Leu Leu Val lie Val 

-5 15 10 

ace ccg gga gag egg egg aag cag gaa atg eta aag gag atg cca ctg 206 
Thr Pro Gly Glu Arg Arg Lys Gin Glu Met Leu Lys Glu Met Pro Leu 

15 20 25 

cag gae cca agg age agg gag gag gcg gee agg aec cag cag eta ttg 2 54 

Gin Asp Pro Arg Ser Arg Glu Glu Ala Ala Arg Thr Gin Gin Leu Leu 

30 35 40 

ctg gee act ctg cag gag gea geg ace aeg cag gag aac gtg gee tgg 3 02 

Leu Ala Thr Leu Gin Glu Ala Ala Thr Thr Gin Glu Asn Val Ala Trp 

45 50 55 

agg aag aac tgg atg gtt gge ggc gaa ggc gge gee aeg gga kgt eac 3 50 

Arg Lys Asn Trp Met Val Gly Gly Glu Gly Gly Ala Thr Gly Xaa His 

60 65 70 

egt gag acc gga ett gee tec gtg gge gee gga ect tgg ett ggg cgc 3 98 

Arg Glu Thr Gly Leu Ala Ser Val Gly Ala Gly Pro Trp Leu Gly Arg 
75 80 85 90 

agg aat ccg agg cag ett tet cct teg tgg gee can egg aaa ate egg 446 
Arg Asn Pro Arg Gin Leu Ser Pro Ser Trp Ala Xaa Arg Lys lie Arg 

95 100 105 

ame gaa aat wee atg cca gga etc tec ggg gte ctg tgaaetgecg 492 
Xaa Glu Asn Xaa Met Pro Gly Leu Ser Gly Val Leu 

110 115 
tcgggtgagc acgtgteecc caaaccetgg aetgaetget ttaaggtceg caaggcgggc 552 
cagggecgag acgegagteg gatgtggtga aetgaaagaa ecaataaaat catgttcctc 612 
cammcaaaaa aaaaah 628 



<210> 293 

<211> 813 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 50. .631 



<220> 

<221> sig_peptide 
<222> 50. .244 
<223> Von Heijne matrix 
score 8 
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seq LTLIGCLVTGVES/KI 

<220> 

<221> polyA_signal 
<222> 777 . . 782 



<220> 

<221> polyA_site 
<222> 801. .812 



<400> 293 

aaggaaagga ttactcgagc cttgttagaa tcagacatgg cttcagggg atg cag gac 58 

Met Gin Asp 
-65 

get ccc ctg age tgc ctg tea ccg act aag tgg age agt gtt tet tee 106 
Ala Pro Leu Ser Cys Leu Ser Pro Thr Lys Trp Ser Ser Val Ser Ser 

-60 -55 -50 

gea gae tea aet gag aag tea gee tet gcg gca gge acc agg aat etg 154 
Ala Asp Ser Thr Glu Lys Ser Ala Ser Ala Ala Gly Thr Arg Asn Leu 

-45 -40 -35 

eet ttt cag ttc tgt etc egg cag get ttg agg atg aag get gcg gge 202 
Pro Phe Gin Phe Cys Leu Arg Gin Ala Leu Arg Met Lys Ala Ala Gly 
-30 -25 -20 -15 

att etg ace etc att gge tgc ctg gte aca gge gte gag tee aaa ate 250 
lie Leu Thr Leu lie Gly Cys Leu Val Thr Gly Val Glu Ser Lys lie 

-10 -5 1 

tae act egt tgc aaa ctg gea aaa ata ttc teg agg get gqc etg gac 298 
Tyr Thr Arg Cys Lys Leu Ala Lys lie Phe Ser Arg Ala Gly Leu Asp 

5 10 15 

aat cyg agg gge ttc age ett gga aac tgg ate tgc atg gcg tat tat 346 
Asn Xaa Arg Gly Phe Ser Leu Gly Asn Trp lie Cys Met Ala Tyr Tyr 

20 25 30 

gag age gge tae aae aee aca gee car acg gte ctg gat gae gge age 3 94 

Glu Ser Gly Tyr Asn Thr Thr Ala Gin Thr Val Leu Asp Asp Gly Ser 
35 40 45 50 

ate gae tay gge ate ttc caa ate aae age ttc gcg tgg tge aga egc 442 
lie Asp Tyr Gly lie Phe Gin lie Asn Ser Phe Ala Trp Cys Arg Arg 

55 60 65 

gga aag ctg aag gag aae aae cac tgc cay gte gee tgc tea gee ttg 4 90 

Gly Lys Leu Lys Glu Asn Asn His Cys His Val Ala Cys Ser Ala Leu 

70 75 80 

rte aet gat gac etc aca gat gca att ate tgt gee arg aaa att gtt 538 
Xaa Thr Asp Asp Leu Thr Asp Ala lie lie Cys Ala Xaa Lys lie Val 

85 90 95 

aaa gag aca caa gga atg aae tat tgg caa gge tgg aag aaa cay tgt 586 
Lys Glu Thr Gin Gly Met Asn Tyr Trp Gin Gly Trp Lys Lys His Cys 

100 105 110 

999 ^9^ 9^^ ctg tee gas tgg aaa aaa gge tgt gag gtt tec 631 
Glu Gly Arg Asp Leu Ser Xaa Trp Lys Lys Gly Cys Glu Val Ser 
115 120 125 

taaactggaa ctggacccag gatgctttgc ascaaegecc tagggtttge agtgaatgtc 691 
caaatgeetg tgteatettg tcccgtttce teceaatatt eettetcaaa ettggagagg 751 
gaaaattaag etatactttt aagaaaataa atatttecat ttaaatgtca amaaaaaaaa 811 
ah 813 



<210> 294 
<211> 778 



231 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 154. .576 



<220> 

<221> sig_peptide 

<222> 154 . .360 

<223> Von Heijne matrix 

score 4,80000019073486 
seq MMVLSLGIILASA/SF 



<220> 

<221> polyA_signal 
<222> 737. .742 



<220> 

<221> polyA_site 
<222> 763. .775 



<400> 294 

agtaaaaaaa cactggaata aggaagggct gatgactttc agaagatgaa ggtaagtaga 60 
aaccgttgat gggactgaga aaccagagtk aaaacctctt tggagcttct gaggactcag 120 
ctggaaccaa cgggcacagt tggcaacacc ate atg aca tea caa cot gtt ccc 174 

Met Thr Ser Gin Pro Val Pro 
-65 

aat gag acc ate ata gtg etc cca tea aat gtc ate aac ttc tec caa 222 
Asn Glu Thr lie lie Val Leu Pro Ser Asn Val lie Asn Phe Ser Gin 

-60 -55 -50 

gea gag aaa eee gaa ccc acc aac eag ggg eag gat age etg aag aaa 270 
Ala Glu Lys Pro Glu Pro Thr Asn Gin Gly Gin Asp Ser Leu Lys Lys 

-45 -40 -35 

eat eta eac gea gaa ate aaa gtt att ggg act ate eag ate ttg tgt 318 
His Leu His Ala Glu lie Lys Val He Gly Thr He Gin He Leu Cys 
-30 -25 -20 -15 

ggc atg atg gta ttg age ttg ggg ate att ttg gea tct get tec ttc 366 
Gly Met Met Val Leu Ser Leu Gly He He Leu Ala Ser Ala Ser Phe 

-10 -5 1 

tct cca aat ttt acc caa gtg act tet aca etg ttg aac tct get tac 414 
Ser Pro Asn Phe Thr Gin Val Thr Ser Thr Leu Leu Asn Ser Ala Tyr 

5 10 15 

cca ttc ata gga ccc ttt ttt gtr akt aaa btt tet gag gag ggc agg 462 
Pro Phe He Gly Pro Phe Phe Val Xaa Lys Xaa Ser Glu Glu Gly Arg 

20 25 30 

atg ggg caa ara ggg gag gaa rat vee aat age tta aac ttc cca set 510 
Met Gly Gin Xaa Gly Glu Glu Xaa Xaa Asn Ser Leu Asn Phe Pro Xaa 
35 40 45 50 

gee age ttg eta tkt ttg ate tgc eag gav caa gga ttc aac ggt gaa 558 
Ala Ser Leu Leu Xaa Leu He Cys Gin Xaa Gin Gly Phe Asn Gly Glu 

55 60 65 

tct tgt tct cet gtc ggg targataaca ggggttgctt rattttagat 606 
Ser Cys Ser Pro Val Gly 
70 

caatttctta tcagaeteaa ataaaeattt cttttgaaaa teatcttatt cttcaeatta 666 
teatettgag ctatgatgga aactagtgas ktctctecag gtttaggega aaaaaaaate 726 



232 



catgaattag gataaagttg ggaaggaaca ttttatacaa aaaaaaaaah cc 



778 



<210> 295 

<211> 1060 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 154. .897 

<220> 

<221> sigjeptide 

<222> 154. .360 

<223> Von Heijne matrix 

score 4.80000019073486 

seq MMVLSLGIILASA/SF 

<220> 

<221> polyA_signal 
<222> 1017. .1022 

<220> 

<221> polyA_site 
<222> 1044 . .1054 

<220> 

<221> misc_feature 
<222> 1058 

<223> n=a, g, c or t 
<400> 295 

agtaaaaaaa cactggaata aggaagggct gatgactttc agaagatgaa ggtaagtaga 60 
aaccgttgat gggactgaga aaccagagtk aaaacctctt tggagcttct gaggactcag 120 
ctggaaccaa cgggcacagt tggcaacacc ate atg aca tea caa cct gtt ccc 174 

Met Thr Ser Gin Pro Val Pro 
-65 

aat gtc ate aac tte tec caa 222 
Asn Val lie Asn Phe Ser Gin 
-50 

ggg eag gat age etg aag aaa 2 70 

Gly Gin Asp Ser Leu Lys Lys 
-35 

ggg act ate eag ate ttg tgt 318 
Gly Thr lie Gin lie Leu Cys 
-20 -15 
att ttg gca tct get tec tte 366 
lie Leu Ala Ser Ala Ser Phe 
-5 1 
aca ctg ttg aae tct get tac 414 
Thr Leu Leu Asn Ser Ala Tyr 
15 

ate tct gge tct eta tea ate 462 
lie Ser Gly Ser Leu Ser lie 
30 

ttg gtg eat ace aee etg gtt 510 
Leu Val His Thr Thr Leu Val 



aat gag aee ate ata gtg etc cca tea 
Asn Glu Thr lie lie Val Leu Pro Ser 

-60 -55 
gca gag aaa ccc gaa ccc ace aac eag 
Ala Glu Lys Pro Glu Pro Thr Asn Gin 

-45 -40 
cat eta cac gca gar rte aaa gtt att 
His Leu His Ala Glu Xaa Lys Val He 
-30 -25 
gge atg atg gta ttg age ttg ggg ate 
Gly Met Met Val Leu Ser Leu Gly He 
-10 

tct cca aat ttt ace caa gtg act tct 
Ser Pro Asn Phe Thr Gin Val Thr Ser 

5 10 
cca tte ata gga ccc ttt ttt ttt ate 
Pro Phe He Gly Pro Phe Phe Phe He 

20 25 
gee aca aaa aaa agg tta ace aac ctt 
Ala Thr Lys Lys Arg Leu Thr Asn Leu 
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35 40 45 50 

gga age att ctg agt get ctg tct gcc ctg gtg ggt ttc att aye ctg 558 

Gly Ser lie Leu Ser Ala Leu Ser Ala Leu Val Gly Phe lie Xaa Leu 

55 60 65 

tct gtc aaa cag gcc acc tta aat act gcc tea ctg cak tgt gag ttg 6 06 

Ser Val Lys Gin Ala Thr Leu Asn Pro Ala Ser Leu Xaa Cys Glu Leu 

70 75 80 

gmc aaa aat aat ata cca aca ara akt tat gtt yet tac ttt tat cat 6 54 

Xaa Lys Asn Asn lie Pro Thr Xaa Xaa Tyr Val Xaa Tyr Phe Tyr His 

85 90 95 

gat tea ctt tat acc acg gac kgc tat aca gcc aaa gcc akt ctg get 702 
Asp Ser Leu Tyr Thr Thr Asp Xaa Tyr Thr Ala Lys Ala Xaa Leu Ala 

100 105 110 

gga act etc tct ctg atg ctg att tgc act ctg ctg gaa ttc tgc cwa 750 
Gly Thr Leu Ser Leu Met Leu lie Cys Thr Leu Leu Glu Phe Cys Xaa 
115 120 125 130 

set gtg etc act get gtg ctg egg tgg aaa cag get tac tct gac ttc 798 
Xaa Val Leu Thr Ala Val Leu Arg Trp Lys Gin Ala Tyr Ser Asp Phe 

135 140 145 

cet ggg agt gta ctt ttc ctg cet cam agt tac att ggw aat tct ggm 846 
Pro Gly Ser Val Leu Phe Leu Pro Xaa Ser Tyr lie Gly Asn Ser Gly 

150 155 160 

atg tec tea aaa atg acy cat gac tgt gga tat gaa gaa eta ttg act 894 
Met Ser Ser Lys Met Thr His Asp Cys Gly Tyr Glu Glu Leu Leu Thr 

165 170 175 

tct taagaaaaaa gggagaaata ttaateagaa agttgattct tatgataata 947 
Ser 

tggaaaagtt aaccattata gaaaageaaa gettgagttt cctaaatgta agettttaaa 1007 
gtaatgaaea ttaaaaaaaa ceattattte aetgteaaaa aaaaaaamcc nkt 1060 



<210> 296 
<211> 444 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 146 . .292 



<220> 

<221> sig_peptide 
<222> 146 . .253 
<223> Von Heijne matrix 
score 5 . 5 

seq FTSMCILFHCLLS/FQ 



<220> 

<221> polyA_signal 
<222> 395. .400 



<220> 

<221> polyA_site 
<222> 433 . .444 



<400> 296 

aacttgggae aagaratcaa actttaaaga " tggtetaaag eccctcttaa aggtetgact 60 
gtgtcggaee tctagagcta atctcactag atgtgageca ttgtttatat tctagceate 120 



234 



ctttcatttc attctagaag acccc atg caa gtt ccc cac eta agg gtc tgg 172 

Met Gin Val Pro His Leu Arg Val Trp 
-35 -30 
aca cag gtg awa gat acc ttc att ggt tat aga aat ttg gga ttt aca 22 0 

Thr Gin Val Xaa Asp Thr Phe lie Gly Tyr Arg Asn Leu Gly Phe Thr 

-25 -20 -15 

agt atg tgc ata ttg ttc cac tgt ctt ctt age ttt cag gtt ttc aaa 268 
Ser Met Cys lie Leu Phe His Cys Leu Leu Ser Phe Gin Val Phe Lys 

-10 -5 15 

aag aaa aga aaa ctt ara ctt ttc tgatgttctt ttttacgtaa ataaccattt 322 
Lys Lys Arg Lys Leu Xaa Leu Phe 
10 

tattgttgtt ttgctttttc tgccttcaaa ctactcccac aggccaaata tavctggctg 3 82 
cttctttctg taaataaagt tttattgggc cacagccatg gccatctttt aaaaaaaaaa 442 
aa 444 



<210> 297 

<211> 754 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 126. .383 



<220> 

<221> sig_peptide 
<222> 126. .167 
<223> Von Heijne matrix 
score 7.5 

seq VALNLILVPCCAA/WC 



<220> 

<221> polyA_signal 
<222> 726. .731 



<220> 

<221> polyA_site 
<222> 743. .754 



<400> 297 

aattgtatgt tacgatgttg tattgatttt taagaaagta attkratttg taaaacttct 6 0 

gctcgtttac actgcacatt gaatacaggt aactaattgg wwggagaggg gaggtcactc 12 0 

ttttg atg gtg gcc ctg aac etc att ctg gtt ccc tgc tgc get get tgg 170 
Met Val Ala Leu Asn Leu lie Leu Val Pro Cys Cys Ala Ala Trp 
-10 -5 1 



tgt 


gae 


cca 


egg 


agg 


ate 


cac 


tee 


cag 


gat 


gac 


gtg 


etc 


cgt 


age 


tet 


Cys 


Asp 


Pro 


Arg 


Arg 


He 


His 


Ser 


Gin 


Asp 


Asp 


Val 


Leu 


Arg 


Ser 


Ser 








5 










10 










15 






get 


get 


gat 


act 


ggg 


tet 


geg 


atg 


cag 


egg 


cgt 


gag 


gee 


tgg 


get 


ggt 


Ala 


Ala 


Asp 


Thr 


Gly 


Ser 


Ala 


Met 


Gin 


Arg 


Arg 


Glu 


Ala 


Trp 


Ala 


Gly 






20 










25 










30 








tgg 


aga 


agg 


tea 


eaa 


ccc 


ttc 


tet 


gtt 


ggt 


ctg 


cet 


tet 


get 


gaa 


aga 


Trp 


Arg 


Arg 


Ser 


Gin 


Pro 


Phe 


Ser 


Val 


Gly 


Leu 


Pro 


Ser 


Ala 


Glu 


Arg 




35 










40 










45 










etc 


gag 


aac 


caa 


cca 


ggg 


aag 


ctg 


tec 


tgg 


agg 


tee 


ctg 


gtc 


gga 


gag 


Leu 


Glu 


Asn 


Gin 


Pro 


Gly 


Lys 


Leu 


Ser 


Trp 


Arg 


Ser 


Leu 


Val 


Gly 


Glu 
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50 55 60 65 

gga cat aga ate tgt gac etc tgacrrctgt gaasccaccc tgggctacar 413 
Gly His Arg lie Cys Asp Leu 
70 

aaaccacagt cttcccagca attattacaa ttcttgaatt ccttggggat tttttactgc 473 

cctttcaaag cacttaaktg tkrratctaa cgtkttccag tgtctgtctg aggtgactta 533 

aaaaatcaga acaaaacttc tattatccag agtcatggga gagtacaccc tttccaggaa 593 

taatgttttg ggaaacactg aaatgaaatc ttcccagtat tataaattgt gtatttaaaa 653 

aaaagaaact tttctgaatg cctacctggc ggtgtatacc aggcagtgtg ccagtttaaa 713 

aagatgaaaa agaataaaaa cttttgagga aaaaaaaaaa a 754 

<210> 298 
<211> 629 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 66 . .497 

<220> 

<221> sig_j)eptide 

<222> 66. .239 

<223> Von Heijne matrix 

score 5.40000009536743 

seq QLLDSVLWLGALG/LT 

<220> 

<221> polyA_signal 
<222> 594. .599 

<220> 

<221> polyA_site 
<222> 618. .629 

<220> 

<221> misc_feature 
<222> 566 

<223> n=a, g, c or t 
<400> 298 

aactcccaga atgctgacca aagtgggagg agcactaggt cttcccgtca cctccacctc 6 0 

tctcc atg acc egg etc tgc tta cec aga cec gaa gea egt gag gat ccg 110 
Met Thr Arg Leu Cys Leu Pro Arg Pro Glu Ala Arg Glu Asp Pro 
-55 -50 -45 



ate 


cca 


gtt 


ect 


cca 


agg 


ggc 


etg 


ggt 


get 


ggg 


gag 


ggg 


tea 


ggt 


agt 


158 


He 


Pro 


Val 


Pro 


Pro 


Arg 


Gly 


Leu 


Gly 


Ala 


Gly 


Glu 


Gly 


Ser 


Gly 


Ser 










-40 










-35 










-30 








cca 


gtg 


egt 


cca 


cct 


gta 


tee 


acc 


tgg 


ggc 


cct 


age 


tgg 


gee 


eag 


etc 


206 


Pro 


Val 


Arg 


Pro 


Pro 


Val 


Ser 


Thr 


Trp 


Gly 


Pro 


Ser 


Trp 


Ala 


Gin 


Leu 








-25 










-20 










-15 










ctg 


gac 


agt 


gtc 


eta 


tgg 


etg 


ggg 


gea 


eta 


gga 


ctg 


aea 


ate 


eag 


gea 


254 


Leu Asp 


Ser 


Val 


Leu 


Trp 


Leu 


Gly 


Ala 


Leu 


Gly 


Leu 


Thr 


He 


Gin 


Ala 






-10 










-5 










1 








5 




gtc 


ttt 


tec 


acc 


act 


ggc 


cca 


gee 


ctg 


ctg 


ctg 


ett 


ctg 


gtc 


age 


ttc 


302 


Val 


Phe 


Ser 


Thr 


Thr 


Gly 


Pro 


Ala 


Leu 


Leu 


Leu 


Leu 


Leu 


Val 


Ser 


Phe 





10 15 20 
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etc acc ttt gac ctg etc cat agg ccc gca gtc aca etc tgc cac age 350 
Leu Thr Phe Asp Leu Leu His Arg Pro Ala Val Thr Leu Cys His Ser 

25 30 35 

gca aac ttc tea cca ggg gee aga gtc agg ggg ccg gtg aag gtc ctg 398 
Ala Asn Phe Ser Pro Gly Ala Arg Val Arg Gly Pro Val Lys Val Leu 

40 45 50 

gac age agg agg etc tac tee tgc aaa tgg gta cag tet cag gac aac 446 
Asp Ser Arg Arg Leu Tyr Ser Cys Lys Trp Val Gin Ser Gin Asp Asn 

55 60 65 

tta gee tee agg aag cac tgc tgc tgc tgc tea tgg gge tgg gee egc 4 94 

Leu Ala Ser Arg Lys His Cys Cys Cys Cys Ser Trp Gly Trp Ala Arg 
70 75 80 85 

tec tgaaaacctg tggcatgccc ttgwaccctg ettggcetgg ctttctgeet 547 
Ser 

ceateettgg gectgakanc cccteeccae aaetcagtgt ccttcaaata tacaatgace 607 
accettcttc aaaaaaaaaa aa 629 



<210> 299 

<211> 765 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 49. .411 



<220> 

<221> sigjpeptide 

<222> 49. .96 

<223> Von Heijne matrix 

score 10.1000003814697 
seq LVLTLCTLPLAVA/SA 



<220> 

<221> polyA_signal 
<222> 732 . . 737 

<220> 

<221> polyA_site 
<222> 750 . . 763 



<400> 299 

aaagatccet gcagcccggc aggagagaag getgagcett ctggcgte atg gag agg 57 

Met Glu Arg 
-15 



etc 


gtc 


eta 


ace 


ctg 


tgc 


acc 


etc 


ccg 


ctg 


get 


gtg 


gcg 


tet 


get ggc 


105 


Leu 


Val 


Leu 


Thr 


Leu 


Cys 


Thr 


Leu 


Pro 


Leu 


Ala 


Val 


Ala 


Ser Ala Gly 










-10 










-5 










1 






tgc 


gee 


aeg 


acg 


cca 


get 


cge 


aac 


ctg 


age 


tgc 


tac 


cag 


tgc 


ttc aag 


153 


Cys 


Ala 
5 


Thr 


Thr 


Pro 


Ala 


Arg 
10 


Asn 


Leu 


Ser 


Cys 


Tyr 
15 


Gin 


Cys 


Phe Lys 




gtc 


age 


age 


tgg 


acg 


gag 


tgc 


ccg 


ccc 


ace 


tgg 


tgc 


age 


ccg 


ctg gac 


201 


Val 


Ser 


Ser 


Trp 


Thr 


Glu 


Cys 


Pro 


Pro 


Thr 


Trp 


Cys 


Ser 


Pro 


Leu Asp 




20 










25 










30 








35 




caa 


gtc 


tgc 


ate 


tec 


aac 


gag 


gtg 


gtc 


gtc 


tet 


ttt 


agt 


gag 


tcy ccc 


249 


Gin 


Val 


Cys 


He 


Ser 
40 


Asn 


Glu 


Val 


Val 


Val 
45 


Ser 


Phe 


Ser 


Glu 


Ser Pro 
50 





237 



ccg 


ggc 


aga 


ggg 


cas 


gtg 


cca 


bgt 


gcc 


ggg gaa 


kgg 


ccg gtg cec ccg 


Pro 


Gly 


Arg 


Gly 


Xaa 


Val 


Pro 


Xaa 


Ala 


Gly Glu 


Xaa 


Pro Val Pro Pro 








55 










60 






65 


cct 


etc 


wkc 


gac 


tta 


bet 


atg 


act 


cct 


egg eke 


yee 


agg gee tgg ggc 


Pro 


Leu 


Xaa 


Asp 


Leu 


Xaa 


Met 


Thr 


Pro 


Arg Xaa 


Xaa 


Arg Ala Trp Gly 






70 










75 








80 


cck 


gtg 


ggt 


ccd 


aaa 


gtg 


cct 


cct 


get 


gtc tet 


cec 


geg etg ggc teg 


Pro 


Val 


Gly 


Pro 


Lys 


Val 


Pro 


Pro 


Ala 


Val Ser 


Pro 


Ala Leu Gly Ser 




85 










90 








95 




ggc 


gag 


cat 


CCS 


rva 


btg 


tgaatkkkga cttttttctc ckccatttga 


Gly Glu 


His 


Pro 


Xaa 


Xaa 














100 










105 















297 



345 



393 



441 



agtgteaeta ggaaetgtca gcaggaeaaa ggctctgatg teaetgaatt tacaaaraea 501 

geaggaacrs aekggtgggg atgggeaget gttcrargcr atgggtkatc tgccettcct 561 

ggcacagcae artaeacctg ccatacaace carcatcagg cakgetgcac tggaategat 621 

acagtgtatg aeaatgtcat atagtataac acaacataat gaatataacg tgtatattgc 681 

aacttaatat aatacgatgt aatataatgc tacataatac aacataatat aataaaatag 741 

aatgcaaeac aaaaaaaaaa aace 765 



<210> 300 

<211> 623 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 49. .534 



<220> 

<221> sig_peptide 

<222> 49. .96 

<223> Von Heijne matrix 

score 10.1000003814697 
seq LVLTLCTLPLAVA/SA 



<220> 

<221> polyA_signal - 
<222> 593 . . 598 



<220> 

<221> polyA_site 
<222> 612 . . 623 

<400> 300 

aaagatccet gcagcecgge aggagagaag gctgagcctt etggcgte atg gag agg 57 

Met Glu Arg 
-15 



etc 


gtc 


eta 


ace 


etg 


tgc 


ace 


etc 


ccg 


etg 


get 


gtg 


geg 


tet 


get 


ggc 


Leu 


Val 


Leu 


Thr 


Leu 


Cys 


Thr 


Leu 


Pro 


Leu 


Ala 


Val 


Ala 


Ser 


Ala 


Gly 








-10 










-5 










1 






tgc 


gcc 


acg 


acg 


cea 


get 


ege 


aac 


etg 


age 


tgc 


tae 


eag 


tgc 


ttc 


aag 


Cys 


Ala 


Thr 


Thr 


Pro 


Ala 


Arg 


Asn 


Leu 


Ser 


Cys 


Tyr 


Gin 


Cys 


Phe 


Lys 




5 










10 










15 










gtc 


age 


age 


tgg 


acg 


gag 


tgc 


ccg 


cec 


ace 


tgg 


tgc 


age 


ccg 


etg 


gac 


Val 


Ser 


Ser 


Trp 


Thr 


Glu 


Cys 


Pro 


Pro 


Thr 


Trp 


Cys 


Ser 


Pro 


Leu 


Asp 


20 










25 










30 










35 


caa 


gtc 


tgc 


ate 


tec 


aac 


gag 


gtg 


gtc 


gtc 


tet 


ttt 


aaa 


tgg 


agt 


gta 
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Gin Val Cys lie Ser Asn Glu Val Val Val Ser Phe Lys Trp Ser Val 

40 45 50 

cgc gtc ctg etc age aaa cge tgt get ece aga tgt cec aae gae aac 297 
Arg Val Leu Leu Ser Lys Arg Cys Ala Pro Arg Cys Pro Asn Asp Asn 

55 60 65 

atg aak ttc gaa tgg teg ccg gee eee atg gtg eaa gge gtg ate aee 345 
Met Xaa Phe Glu Trp Ser Pro Ala Pro Met Val Gin Gly Val lie Thr 

70 75 80 

agg cge tgc tgt tee tgg get etc tgc aac agg gca ctg aee eea eag 393 
Arg Arg Cys Cys Ser Trp Ala Leu Cys Asn Arg Ala Leu Thr Pro Gin 

85 90 95 

9^9 tgg gee ctg era ggg ggg etc ctg etc eag gae eet teg 441 

Glu Gly Arg Trp Ala Leu Xaa Gly Gly Leu Leu Leu Gin Asp Pro Ser 
100 105 110 115 

^99 99^ ^cc tgg gtg egg eea eag ctg ggg etc eea etc tgc 489 

Arg Gly Xaa Lys Thr Trp Val Arg Pro Gin Leu Gly Leu Pro Leu Cys 

120 125 130 

ctt cec awt tec aac ece etc tgc cca rgg gaa ace cag gaa gga 534 
Leu Pro Xaa Ser Asn Pro Leu Cys Pro Xaa Glu Thr Gin Glu Gly 

135 140 145 

taacaetgtg ggtgccccca eetgtgeatt gggaccacra cttcaeeete ttggaraeaa 594 
taaactctea tgeeeeeaaa aaaaaaaaa 623 



<210> 301 

<211> 571 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 86. .415 



<220> 

<221> sig_peptide 

<222> 86. .145 

<223> Von Heijne matrix 

score 9.80000019073486 
seq FTIGLTLLLGXQA/MP 



<220> 

<221> polyA_signal 
<222> 540. .545 



<220> 

<221> polyA_site 
<222> 560. .571 



<400> 301 

aaaaactcac ecagtgagtg tgageattta agj 
agaagaaaaa bggceaaaag ceaaa atg ara 

Met Xaa 
-20 

att ggg eta act ttg ctg eta gga rtt 
lie Gly Leu Thr Leu Leu Leu Gly Xaa 

-10 -5 
etc tet tgc tac aga aag ata eta aaa 
Leu Ser Cys Tyr Arg Lys lie Leu Lys 



lagcatcc tetgeeaaga ceaaaaggaa 60 
ctg atg gta ctt gtt ttc acc 112 
Leu Met Val Leu Val Phe Thr 
-15 

eaa gee atg eet gca aat cge 160 
Gin Ala Met Pro Ala Asn Arg 

1 5 
gat eac aac tgt cac aac ctt 208 
Asp His Asn Cys His Asn Leu 
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10 










15 










20 






ccg 


gaa 


gga 


gta 


get 


gac 


etg 


aca 


eag 


att 


gat 


gtc 


aat 


gte 


cag 


gat 


256 


Pro 


Glu 


Gly 


Val 
25 


Ala 


Asp 


Leu 


Thr 


Gin 
30 


He 


Asp 


Val 


Asn 


Val 
35 


Gin 


Asp 




cat 


ttc 


tgg 


gat 


ggg 


aag 


gga 


tgt 


gag 


atg 


ate 


tgt 


tac 


tge 


aac 


ttc 


304 


His 


Phe 


Trp 
40 


Asp 


Gly 


Lys 


Gly 


Cys 
45 


Glu 


Met 


He 


Cys 


Tyr 
50 


Cys 


Asn 


Phe 




aag 


cga 


att 


get 


etg 


etg 


cce 


aaa 


aga 


cgt 


ttt 


ctt 


tgg 


acc 


aaa 


gat 


352 


Lys 


Arg 
55 


He 


Ala 


Leu 


Leu 


Pro 
60 


Lys 


Arg 


Arg 


Phe 


Leu 
65 


Trp 


Thr 


Lys 


Asp 




etc 


ttt 


cgt 


gat 


tec 


ttg 


caa 


caa 


tea 


atg 


aga 


ate 


ttc 


atg 


tat 


tet 


400 


Leu 


Phe 


Arg 


Asp 


Ser 


Leu 


Gin 


Gin 


Ser 


Met 


Arg 


He 


Phe 


Met 


Tyr 


Ser 




70 










75 










80 










85 





gge gaa cac eat tee tgatttecea caaaetgeae tacatcagta taaetgeatt 455 
Gly Glu His His Ser 
90 

tctagtttct atatagtgea atagageata gattctataa attcttaett gtctaagaaa 515 
gtaaatctgt gttaaacaag tagtaataaa agttaattca atccaaaaaa aaaaaa 571 

<210> 302 
<211> 612 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 56. .268 

<220> 

<221> sigjeptide 

<222> 56. .100 

<223> Von Heijne matrix 

score 4.59999990463257 

seq LLTHNLLSSHVRG/VG 

<220> 

<221> polyA_signal 
<222> 584. .589 

<220> 

<221> polyA_site 
<222> 601. .612 

<400> 302 

etaategaaa agggggattt tecggttecg geetggegag agtttgtgcg gegae atg 58 

Met 
-15 

aaa etg ctt ace cac aat etg etg age teg cat gtg egg ggg gtg ggg 106 
Lys Leu Leu Thr His Asn Leu Leu Ser Ser His Val Arg Gly Val Gly 

-10 -5 1 

tec cgt gge ttc cec etg ege etc eag gee ace gag gtc cgt ate tge 154 
Ser Arg Gly Phe Pro Leu Arg Leu Gin Ala Thr Glu Val Arg He Cys 

5 10 15 

cet gtg gaa ttc aac cce aac ttc gtg gcg cgt atg ata cet aaa gtg 202 
Pro Val Glu Phe Asn Pro Asn Phe Val Ala Arg Met He Pro Lys Val 

20 25 30 

gag tgg teg gcg ttc etg gag gcg rme gat aac ttg cgt etg ate eag 250 



240 



Glu Trp Ser Ala Phe Leu Glu Ala Xaa Asp Asn Leu Arg Leu lie Gin 
35 40 45 50 

gtg ccg aga agg gcc ggt tgagggatat gaggagaatg aggagtttct 298 
Val Pro Arg Arg Ala Gly 
55 

gaggaccatg caccacctgc tgctggaggt ggamstgaka gagggcaccc tgcagtgccc 358 

ggaatctgga cgtatgttcc ccatcagccg cgggatcccc aacatgctgc tgagtgaaga 418 

ggaaactgag agttgattgt gccaggcgcc agtttttctt gttatgactg tgtatttttg 478 

ttgatctata ccctgtttcc gaattctgcc gtgtgtatcc ccaacccttg acccaatgac 53 8 

accaaacaca gtgtttttga gctcggtatt atatattttt ttctcattaa aggtttaaaa 598 

ccaaaaaaaa aaaa 612 

<210> 303 
<211> 539 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 32. .328 

<220> 

<221> sig_peptide 

<222> 32. .103 

<223> Von Heijne matrix 

score 4.59999990463257 

seq FFIFCSLNTLLLG/GV 

<220> 

<221> polyA_signal 
<222> 508 . . 513 

<220> 

<221> polyA_site 
<222> 528 . . 539 

<400> 303 

aacaactatc ctgcctgctg cttgctgcac c atg aag tct gcc aag ctg gga 52 

Met Lys Ser Ala Lys Leu Gly 
-20 



ttt 


ctt 


eta 


aga 


ttc 


ttc 


ate 


ttc 


tgc 


tea 


ttg 


aat 


acc 


ctg 


tta 


ttg 


100 


Phe 


Leu 


Leu 
-15 


Arg 


Phe 


Phe 


He 


Phe 
-10 


Cys 


Ser 


Leu 


Asn 


Thr 
-5 


Leu 


Leu 


Leu 




ggt 


ggt 


gtt 


aat 


aaa 


att 


gcg 


gag 


aag 


ata 


tgt 


gga 


gac 


etc 


aaa 


gat 


148 


Gly 


Gly 
1 


Val 


Asn 


Lys 


He 
5 


Ala 


Glu 


Lys 


He 


Cys 
10 


Gly 


Asp 


Leu 


Lys 


Asp 
15 




ccc 


tgc 


aaa 


ttg 


gac 


atg 


aat 


ttt 


gga 


age 


tgc 


tat 


gaa 


gtt 


cae 


ttt 


196 


Pro 


Cys 


Lys 


Leu 


Asp 
20 


Met 


Asn 


Phe 


Gly 


Ser 
25 


Cys 


Tyr 


Glu 


Val 


His 
30 


Phe 




aga 


tat 


ttc 


tac 


aac 


aga 


ace 


tec 


aaa 


aga 


tgt 


gaa 


act 


ttt 


gtc 


ttc 


244 


Arg 


Tyr 


Phe 


Tyr 
35 


Asn 


Arg 


Thr 


Ser 


Lys 
40 


Arg 


Cys 


Glu 


Thr 


Phe 
45 


Val 


Phe 




tec 


age 


tgt 


aat 


ggc 


aac 


ctt 


aac 


aac 


ttc 


aag 


ctt 


aaa 


ata 


gaa 


cgt 


292 


Ser 


Ser 


Cys 


Asn 


Gly 


Asn 


Leu 


Asn 


Asn 


Phe 


Lys 


Leu 


Lys 


He 


Glu Arg 








50 










55 










60 










gaa 


gta 


kee 


tgt 


gtt 


gca 


aaa 


tac 


aaa 


cea 


ccg 


agg 


tgagaggatg 




338 


Glu 


Val 


Xaa 


Cys 


Val 


Ala 


Lys 


Tyr 


Lys 


Pro 


Pro 


Arg 
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65 70 75 

tgaactcatg aagttgtctg ctgcaccatc cgaaataaag acacaagaaa attcaractg 3 98 

atttwgaaat ctttgttwta tttccmymak ggcgwktaag cttccatatg tttgctattt 4 58 

tcctgaccct agttttgtct ttcctggaaa ttaactgtat gakcattasa atgaaagagt 518 

ctttctgtca aaaaaaaaaa a 539 

<210> 304 
<211> 964 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 21. .527 

<220> 

<221> sig__peptide 
<222> 21. . 95 
<223> Von Heijne matrix 
score 8.5 

seq LKVLLLPLAPAAA/QD 

<220> 

<221> polyA_signal 
<222> 921. .926 

<220> 

<221> polyA_site 
<222> 953 . . 963 

<220> 

<221> misc_feature 
<222> 841 

<223> n=a, g, c or t 
<400> 304 

agggcggatc ttctccggcc atg agg aag cca gcc get ggc ttc ctt ccc tea 53 

Met Arg Lys Pro Ala Ala Gly Phe Leu Pro Ser 
-25 -20 -15 



etc 


ctg 


aag 


gtg 


ctg 


etc 


ctg 


cct 


ctg 


gca 


cct 


gcc 


gca 


gee 


cag 


gat 


101 


Leu 


Leu 


Lys 


Val 


Leu 
-10 


Leu 


Leu 


Pro 


Leu 


Ala 
-5 


Pro 


Ala 


Ala 


Ala 


Gin 
1 


Asp 




teg 


act 


cag 


gcc 


tec 


act 


cca 


ggc 


age 


cct 


etc 


tet 


cct 


ace 


gaa 


tac 


149 


Ser 


Thr 


Gin 
5 


Ala 


Ser 


Thr 


Pro 


Gly 
10 


Ser 


Pro 


Leu 


Ser 


Pro 
15 


Thr 


Glu 


Tyr 




caa 


cgc 


ttc 


ttc 


gca 


ctg 


ctg 


act 


cca 


acc 


tgg 


aag 


gca 


gar 


act 


ace 


197 


Gin 


Arg 
20 


Phe 


Phe 


Ala 


Leu 


Leu 
25 


Thr 


Pro 


Thr 


Trp 


Lys 
30 


Ala 


Glu 


Thr 


Thr 




tgc 


cgt 


etc 


cgt 


gca 


acc 


cac 


ggc 


tgc 


egg 


aat 


ccc 


aca 


etc 


gtc 


cag 


245 


Cys 


Arg 


Leu 


Arg 


Ala 


Thr 


His 


Gly 


Cys 


Arg Asn 


Pro 


Thr 


Leu 


Val 


Gin 




35 










40 










45 










50 




ctg 


gac 


caa 


tat 


gaa 


aac 


cac 


ggc 


tta 


gtg 


ccc 


gat 


ggt 


get 


gtc 


tgc 


293 


Leu 


Asp 


Gin 


Tyr 


Glu 


Asn 


His 


Gly 


Leu 


Val 


Pro Asp 


Gly Ala 


Val 


Cys 












55 










60 










65 






tee 


aac 


etc 


cct 


tat 


gee 


tec 


tgg 


ttt 


gag 


tet 


ttc 


tgc 


cag 


ttc 


act 


341 


Ser 


Asn 


Leu 


Pro 
70 


Tyr 


Ala 


Ser 


Trp 


Phe 
75 


Glu 


Ser 


Phe 


Cys 


Gin 
80 


Phe 


Thr 
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cac tac cgt tgc tec aac cac gtc tac tat gcc aag aga gtc ctg tgt 389 
His Tyr Arg Cys Ser Asn His Val Tyr Tyr Ala Lys Arg Val Leu Cys 

85 90 95 

tec cag cca gtc tct att etc tew cct aac act etc aag gag ata gaa 43 7 
Ser Gin Pro Val Ser lie Leu Ser Pro Asn Thr Leu Lys Glu lie Glu 

100 105 110 

set tea get gaa gtc tea ece ace aca gat gae etc cec eat etc ace 485 
Xaa Ser Ala Glu Val Ser Pro Thr Thr Asp Asp Leu Pro His Leu Thr 
115 120 125 130 

cca ett cac agt gae aga aeg cca gac ctt cca gcc ctg gcc 52 7 
Pro Leu His Ser Asp Arg Thr Pro Asp Leu Pro Ala Leu Ala 

135 140 

tgagaggete ageaacaacg tggaagaget ectacaatec tcettgteee tgggaggcea 58 7 

ggageaageg ecagageaea ageaggagea aggagtggag cacaggcagg agccgacaca 64 7 

agaaeaeaag caggaagagg ggeagaaaca ggaagagcaa gaagaggaac aggaagagga 707 

gggaaageag gaagaaggae aggggaetaa ggagggacgg gaggctgtgt ctcagctgca 76 7 

gacagactea gageeeaagt ttcactctga atetetatet tctaaeeett ectettttge 827 

teccegggta eganaagtag agtctactce tatgataatg gagaaeatec aggagctcat 887 

tcgatcagcc caggaaatag atgaaatgaa tgaaatatat gatgagaact cctactggag 947 

aaaccaaaaa aaaaaak 964 



<210> 305 

<211> 684 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 147 . .647 



<220> 

<221> sig_j)eptide 
<222> 147. .374 
<223> Von Heijne matrix 
score 3 . 5 

seq LASASELPLGSRP/AP 



<220> 

<221> polyA_site 
<222> 668 . .681 



<220> 

<221> misc_feature 

<222> 547 

<223> n=a; g, c or t 



<400> 305 

aacttcctgt gagcccggcg gtgacaacgg caacatggcc cgtgaacgga gctgaagtcg 6 0 

acgacttctc ctrgrarmcc ccgactgagg cggagacgaa ggtgctgcag gcgcgacggg 12 0 
agcggcaaga tcgcatctcc cggctc atg ggc gac tat ctg ctg cgc ggt tac 173 

Met Gly Asp Tyr Leu Leu Arg Gly Tyr 
-75 -70 
cgc atg ctg ggc gag acg tgt gcg gac tgc ggg acg ate etc etc caa 221 
Arg Met Leu Gly Glu Thr Cys Ala Asp Cys Gly Thr lie Leu Leu Gin 

-65 -60 -55 

gac aaa cag egg aaa ate tac tgc gtg get tgt cag gaa etc gac tea 26 9 

Asp Lys Gin Arg Lys lie Tyr Cys Val Ala Cys Gin Glu Leu Asp Ser 



243 



-50 -45 -40 

gac gtg gat aaa gat aat ccc get ctg aat gcc cag get gcc etc tec 317 
Asp Val Asp Lys Asp Asn Pro Ala Leu Asn Ala Gin Ala Ala Leu Ser 
-35 -30 -25 -20 

eaa get egg gag cac cag ctg gee tea gee tea gag etc ccc etg gge 365 
Gin Ala Arg Glu His Gin Leu Ala Ser Ala Ser Glu Leu Pro Leu Gly 

-15 -10 -5 

tet ega cet gcg ccc eaa ccc cea gta cet egt ecg gag cac tgt gag 413 
Ser Arg Pro Ala Pro Gin Pro Pro Val Pro Arg Pro Glu His Cys Glu 

15 10 
gga get gea gea gga etc aag gea gee cag ggg cea cet get cet get 461 
Gly Ala Ala Ala Gly Leu Lys Ala Ala Gin Gly Pro Pro Ala Pro Ala 

15 20 25 

gtg cet eca aat aca rat gtc atg gee tge aea cag aca gee etc ttg 509 
Val Pro Pro Asn Thr Xaa Val Met Ala Cys Thr Gin Thr Ala Leu Leu 
30 35 40 45 

eaa aag ctg ace tgg gee tet get gaa ctg gge tet anc ace tec cyg 557 
Gin Lys Leu Thr Trp Ala Ser Ala Glu Leu Gly Ser Xaa Thr Ser Xaa 

50 55 60 

gga aaa mta gea tec age tgt gtg gee tta tec gcg eat gtg egg agg 605 
Gly Lys Xaa Ala Ser Ser Cys Val Ala Leu Ser Ala His Val Arg Arg 

65 70 75 

ccc tge gea gee tge age age tac age act aag aga age ccc 647 
Pro Cys Ala Ala Cys Ser Ser Tyr Ser Thr Lys Arg Ser Pro 

80 85 90 

tgagaaaaac etetagaaaa acaaaaaaaa aaaacce 684 



<210> 306 

<211> 693 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 262 . .471 



<220> 

<221> sigjpeptide 
<222> 262 . .306 
<223> Von Heijne matrix 
score 3.5 

seq LCFLLPHHRLQEA/RQ 



<220> 

<221> polyA_signal 
<222> 663 . .668 



<220> 

<221> polyA__site 
<222> 682 . .693 



<400> 306 

atttegcggc 

gteggmecaa 

tggataagaa 

aacacaaacg 

eagtgaegte 



getcgebgma eyhsgwtgtt cageacctte 
aeaggttgtt tetctgeagt tteeaaeatg 
gtceaeteae agaaateetg aagatgccag 
aaagaaaaga agaaageaaa accaaaaeea 
tttttettca g atg ate eta tgt tte 



ggteeggttg aggttgtcaa 60 

geagggmsgt ttaatagaca 120 

ggctggcaaa tatgaaggta 180 

geaccgatec egacatagat 240 

ett ett cet eat cat 291 
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Met lie Leu Cys Phe Leu Leu Pro His His 
-15 -10 
cgt ctt cag gaa gcc aga cag att caa gta ttg aag atg ctt cca agg 33 9 

Arg Leu Gin Glu Ala Arg Gin lie Gin Val Leu Lys Met Leu Pro Arg 
-5 15 10 

gaa aaa tta aga aga aga gaa gag aga aaa caa ata aat ggg aaa aaa 387 
Glu Lys Leu Arg Arg Arg Glu Glu Arg Lys Gin lie Asn Gly Lys Lys 

15 20 25 

raa agg aca aaa tat gaa aca cca aga aaa rga raa gga aaa aaa gga 435 
Xaa Arg Thr Lys Tyr Glu Thr Pro Arg Lys Xaa Xaa Gly Lys Lys Gly 

30 35 40 

gga aac mac cmc wtw tkt cmc ctt tec aar agg gac tgaaactggg 4 81 

Gly Asn Xaa Xaa Xaa Xaa Xaa Leu Ser Lys Arg Asp 

45 50 55 

ctgacccttt tgatttccaa vctcascgtt ttggtgtaag gcggccaaar aaggatgcgg 541 
ascccagcac tgtgaagcct acaaaaacat tgatgcgctg gcttggggat ttgaatttga 6 01 
acatctttca cactaagttc agactcatga aaccaatctt cagatgctct gtaaaccaca 661 
taataaagag tttggaaatt aaaaaaaaar aa 693 



<210> 307 

<211> 1656 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 74. .1216 



<220> 

<221> sigj)eptide 

<222> 74 . . 172 

<223> Von Heijne matrix 

score 5.80000019073486 
seq XLCLGMALCPRQA/TR 



<220> 

<221> polyA_signal 
<222> 1627 . . 1632 



<220> 

<221> polyA_site 
<222> 1640. .1652 



<400> 307 

atctcttggc gtctcaacgt tcggatcagc agcttttttc cattctctct ctccacttct 60 
tcagtgagca gcc atg agt tgg act gtg cct gtt gtg egg gcc age cag 109 
Met Ser Trp Thr Val Pro Val Val Arg Ala Ser Gin 
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ttc act tec gar aag ccc gtt cat cac agt aag gtc tec ate ata gga 3 01 

Phe Thr Ser Glu Lys Pro Val His His Ser Lys Val Ser lie lie Gly 

30 35 40 

act gga teg gtg ggc atg gee tgc get ate age ate tta tta aaa gge 34 9 

Thr Gly Ser Val Gly Met Ala Cys Ala lie Ser lie Leu Leu Lys Gly 

45 50 55 

ttg agt gat gaa ett gee ctt gtg gat ett gat gaa rae aaa etg aag 397 
Leu Ser Asp Glu Leu Ala Leu Val Asp Leu Asp Glu Xaa Lys Leu Lys 
60 65 70 75 

ggt gag aer atg gat ctt caa cat ggc age cet ttc aeg aaa atg cea 445 
Gly Glu Thr Met Asp Leu Gin His Gly Ser Pro Phe Thr Lys Met Pro 

80 85 90 

aat att gtt tgt age aaa rat tae ttt gtc aca gea aac tec aac eta 493 
Asn lie Val Cys Ser Lys Xaa Tyr Phe Val Thr Ala Asn Ser Asn Leu 

95 100 105 

gtg att ate aca gea ggt gea cge caa raa aag gga gaa aeg ege ctt 541 
Val lie lie Thr Ala Gly Ala Arg Gin Xaa Lys Gly Glu Thr Arg Leu 

110 115 120 

aat tta ste eag ega aat gtg gee ate ttc aag tta atg att tec agt 58 9 

Asn Leu Xaa Gin Arg Asn Val Ala lie Phe Lys Leu Met lie Ser Ser 

125 130 135 

att gtc eag tae age ccc cac tgc aaa ctg att att gtt tec aat cea 63 7 

lie Val Gin Tyr Ser Pro His Cys Lys Leu lie lie Val Ser Asn Pro 
140 145 150 155 

gtg gat ate tta act tat gta get tgg aag ttg agt gea ttt ccc aaa 685 
Val Asp lie Leu Thr Tyr Val Ala Trp Lys Leu Ser Ala Phe Pro Lys 

160 165 170 

aac cgt att att gga age ggc tgt aat ctg ata mhg get cgt ttt cgt 733 
Asn Arg lie lie Gly Ser Gly Cys Asn Leu lie Xaa Ala Arg Phe Arg 

175 180 185 

ttc ttg att gga caa aag ett ggt ate eat tct gaa age tgc cat gga 781 
Phe Leu lie Gly Gin Lys Leu Gly lie His Ser Glu Ser Cys His Gly 

190 195 200 

tgg ate etc gga gag cat gga gae tea agt gtt cct gtg tgg agt gga 829 
Trp lie Leu Gly Glu His Gly Asp Ser Ser Val Pro Val Trp Ser Gly 

205 210 215 

gtg aac ata get ggt gtc ect ttg aag gat ctg aac tct gat ata gga 877 
Val Asn lie Ala Gly Val Pro Leu Lys Asp Leu Asn Ser Asp lie Gly 
220 225 230 235 

act gat aaa gat cct gag caa tgg aaa aat gtc cac aaa gaa gtg act 925 
Thr Asp Lys Asp Pro Glu Gin Trp Lys Asn Val His Lys Glu Val Thr 

240 245 250 

gea act gee tat gag att att aaa atg aaa ggt tat act tct tgg gee 973 
Ala Thr Ala Tyr Glu lie lie Lys Met Lys Gly Tyr Thr Ser Trp Ala 

255 260 265 

att ggc eta tct gtg gee gat tta aca gaa agt att ttg aag aat ett 1021 
lie Gly Leu Ser Val Ala Asp Leu Thr Glu Ser lie Leu Lys Asn Leu 
270 275 280 

ata cat cea gtt tee ace ata act aag gge etc tat gga ata 106 9 

Arg Arg lie His Pro Val Ser Thr lie Thr Lys Gly Leu Tyr Gly lie 

285 290 295 

rat gaa gaa gta ttc etc agt att cct tgt ate etg gga gag aac ggt 1117 
Xaa Glu Glu Val Phe Leu Ser lie Pro Cys lie Leu Gly Glu Asn Gly 
300 305 310 315 

att ace aac ctt ata aag ata aag etg ace cet gaa gaa gag gee eat 1165 
lie Thr Asn Leu lie Lys lie Lys Leu Thr Pro Glu Glu Glu Ala His 
320 325 330 
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ctg aaa aaa agt gca aaa aca etc tgg gaa att cag aat aag ctt aag 1213 
Leu Lys Lys Ser Ala Lys Thr Leu Trp Glu lie Gin Asn Lys Leu Lys 

335 340 345 

ctt taaagttgcc taaaactacc attccgaaat tattgaagag atcatagata 1266 
Leu 

caggattata taacgaaatt ttgaataaac ttgaattcct aaaagatgga aacaggaaag 1326 

taggtagagt gattttccta tttatttagt cctccagctc ttttattgag catccacgtg 1386 

ctggacgata cttatttaca attcckaagt atttttggta cctctgatgt agcagcactt 1446 

gccatgttat atatatgtag ttgrmatttg gttcccaaaa agtaggatgt aggtatttat 1506 

tgtgttctag aaattccgac tcttttcatt agatatatgc tatttctttc attcttgctg 1566 

gtttatacct atgttcattt atatgctgta aaaaagtagt agcttcttct acaatgtaaa 1626 

aataaatgta catacaaaaa aaaaaamcmc 1656 



<210> 308 
<211> 517 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 48. .164 



<220> 

<221> sig_peptide 
<222> 48. .89 
<223> Von Heijne matrix 
score 4 

seg YYMVCLFFRLIFS/EH 



<220> 

<221> polyA_signal 
<222> 482 . .487 



<220> 

<221> polyA_site 
<222> 505 . . 517 



<400> 308 

aggagatagc ctcgtagaaa tgacaaccac aatgttaata ctaacat atg tat tac 56 

Met Tyr Tyr 

atg gtt tgt ttg ttc ttt cgc tta ata ttt tea gag cac eta cet att 104 
Met Val Cys Leu Phe Phe Arg Leu lie Phe Ser Glu His Leu Pro lie 

-10 -5 15 

ata ggc act gtc act tet cac aaa act ggg aca eta act gtt tat cea 152 
lie Gly Thr Val Thr Ser His Lys Thr Gly Thr Leu Thr Val Tyr Pro 

10 15 20 

aca tet get ggc taaataaaga catgatctte accttttggg attgttaatt 2 04 
Thr Ser Ala Gly 
25 

taaaatggtt ceataagagc aatgeaaaga cagagatatt tggcagcaet gcagetggtg 264 

atttatatgg ctettcaeaa ggtgttattt tggggtatea aggtatggat gcttaaatea 324 

getgeaggaa gtaagaaaga agaaaaaagg agtgataaag ataaaaaaaa atcaaccttg 3 84 

gtccttccac caaaacceat taatttccat ateatcatet geataararg gaaaattcet 444 

aewtgaceag gttactgcaa ggatktkaat tttgaatatt aaaatattat mcmeaattgg 504 

aaaaaaaaaa aaa 517 



<210> 309 
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<211> 405 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 185. .334 



<220> 

<221> sig_j)eptide 

<222> 185. .295 

<223> Von Heijne matrix 

score 5.90000009536743 
seq LSYASSALSPCLT/AP 



<220> 

<221> polyA_signal 
<222> 355. .360 



<220> 

<221> polyA_site 
<222> 392. .405 



<400> 309 

atcaccttct tctccatcct tstctgggcc agtccccarc ccagtccctc tcctgacctg 60 
cccagcccaa gtcagccttc agcacgcgct tttctgcaca cagatattcc aggcctacct 120 
ggcattccag gacctccgma atgatgctcc agtcccttac aagcgcttcc tggatgaggg 180 
tggc atg gtg ctg acc acc etc ccc ttg ccc tct gcc aac age cct gtg 229 
Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val 
-35 -30 -25 

aac atg ccc acc act ggc ccc aac age ctg agt tat get age tct gcc 277 
Asn Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tyr Ala Ser Ser Ala 

-20 -15 -10 

ctg tec ccc tgt ctg ace get cea aag tec ccc ega ett get atg atg 325 
Leu Ser Pro Cys Leu Thr Ala Pro Lys Ser Pro Arg Leu Ala Met Met 

-5 15 10 

cct gac aac taaatatcct tatccaaatc aataaarwra raatcctccc 374 
Pro Asp Asn 

tccaraaggg tttctaaaaa caaaaaaaaa a 405 



<210> 310 

<211> 1087 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 195. .347 



<220> 

<221> sig_peptide 

<222> 195. .272 

<223> Von Heijne matrix 

score 7.09999990463257 
seq LASLQWSLTLAWC/GS 

<220> 



248 



<221> polyA_signal 
<222> 1037. .1042 



<220> 

<221> polyA_site 
<222> 1071. .1082 



<400> 310 

aaagtgtaga acacggacct ctgagttatg ctcttgagag gtgccaaagc tgggctgttt 60 

acctacctta tccacagagc tctgaaagtc aagccagaaa ggaaggattc caaattcttg 12 0 

gaattttatc tagaaaagaa gactaagcag cttttgttct tctgtgaccc agttgctggc 180 

ccaagacatg gaca atg acc ccc tgg tgt ttg gcg tgt ctg ggg agg agg 230 
Met Thr Pro Trp Cys Leu Ala Cys Leu Gly Arg Arg 
-25 -20 -15 

cct etc get tct ttg cag tgg age ctg aca ctg gcg tgg tgt ggc tec 2 78 
Pro Leu Ala Ser Leu Gin Trp Ser Leu Thr Leu Ala Trp Cys Gly Ser 

-10 -5 1 

ggc age cac tgg aca gag aga cca akt cag akt tea ceg tgg akt tct 326 
Gly Ser His Trp Thr Glu Arg Pro Xaa Gin Xaa Ser Pro Trp Xaa Ser 

5 10 15 

ctg tea gcg acc acc agg ggg tgatcacacg gaaggtgaac atecaggteg 3 77 
Leu Ser Ala Thr Thr Arg Gly 

20 25 

gggatgtgaa tgacaaegcg cecacatttc acaatcagce etaeagegtc cgcatcectg 437 

araatacace agtggggacg eccatcttca tcgtgaatgc cacagaccce gacttggggg 4 97 

cagggggcag cgtcctctac tccttccagc ccccctccca attcttcgcc attgacagcg 557 

cccgcggtat cktcacagtg atccgggagc tggactacga taccacrcmg gcctaccagc 617 

tcwcggtcwa cgccacagat caagacaara ccaggcctct gtccaccstg gccaacttgg 677 

ccatcatcat cacagatgtc caggacatgg accccatctt catcaacctg ccttacagca 737 

ccaacatcta cgagcattct cctccgggca cgacggtgcg catcatcacc gccatagacc 797 

aggataaagg acgtccccgg ggcattggct acaccatcgt ttcagggcat ctgtgtttac 857 

aagaacccaa gatctctcag gagctcagga aaaggggctt gctgtgaggc tcagggttcc 917 

catggacatt ctgagctgac cctcctcagc attggatctc ctggctcagg aactaggaac 977 

gaagcttgga tgttttctcc tttcctacag catctgtatt catttcctat agttgccata 1037 

ataaaatgcc actaacttag tggcttaaaa accaaaaaaa aaaaaccctt 1087 

<210> 311 
<211> 916 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 90. .815 



<220> 

<221> sig_peptide 

<222> 90. .179 

<223> Von Heijne matrix 

score 13.1999998092651 
seq LLLLSTLVIPSAA/AP 



<220> 

<221> polyA_signal 
<222> 883. .888 



<220> 
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<221> polyA_site 
<222> 905. .916 



<220> 

<221> misc_f eature 

<222> 487,661 

<223> n=a, g, c or t 



<400> 311 

aaaacagtac gtgggcggcc ggaatccggg agtccggtga cccgggctgt ggtctagcat 60 
aaaggcggag ccagaagaag gggcggggt atg gga gaa gcc tec cca cct gcc 113 

Met Gly Glu Ala Ser Pro Pro Ala 
-30 -25 
GCC gca agg egg cat ctg ctg gtc ctg ctg ctg etc etc tet ace ctg 161 
Pro Ala Arg Arg His Leu Leu Val Leu Leu Leu Leu Leu Ser Thr Leu 

-20 -15 -10 

gtg ate ecc tec get gca get cct ate cat gat get gac gcc caa gag 2 09 

Val lie Pro Ser Ala Ala Ala Pro lie His Asp Ala Asp Ala Gin Glu 

-5 15 10 

age tec ttg ggt etc aca ggc etc cag age eta etc caa gge ttc age 257 
Ser Ser Leu Gly Leu Thr Gly Leu Gin Ser Leu Leu Gin Gly Phe Ser 

15 20 25 

ega ett ttc ctg aaa ggt aac ctg ctt egg ggc ata gac age tta ttc 3 05 

Arg Leu Phe Leu Lys Gly Asn Leu Leu Arg Gly lie Asp Ser Leu Phe 

30 35 40 

tet gcc ccc atg gac ttc egg ggc etc cct ggg aac tac cac aaa gag 3 53 

Ser Ala Pro Met Asp Phe Arg Gly Leu Pro Gly Asn Tyr His Lys Glu 

45 50 55 

gag aac cag gag cac cag ctg ggg aac aac ace etc tec age cac etc 401 
Glu Asn Gin Glu His Gin Leu Gly Asn Asn Thr Leu Ser Ser His Leu 

60 65 70 

cag ate gac aag atg ace gac aac aag aca gga gag gtg ctg ate tec 449 
Gin lie Asp Lys Met Thr Asp Asn Lys Thr Gly Glu Val Leu lie Ser 
75 80 85 90 

gag aat gtg gtg gca tec att caa cca vcg gag ggg ane ttc gag ggt 4 97 

Glu Asn Val Val Ala Ser He Gin Pro Xaa Glu Gly Xaa Phe Glu Gly 

95 100 105 

gat ttg aag gth ecc agg atg gag gar aag gag gee ctg gta ccc mtc 545 
Asp Leu Lys Val Pro Arg Met Glu Glu Lys Glu Ala Leu Val Pro Xaa 

110 115 120 

ear aag gcc aeg gac age ttc cac aca gaa etc cat ccc egg gtg gcc 593 
Gin Lys Ala Thr Asp Ser Phe His Thr Glu Leu His Pro Arg Val Ala 

125 130 135 

ttc tgg ate att aag ctg cca egg egg agg tec cac cag gat gcc ctg 641 
Phe Trp lie He Lys Leu Pro Arg Arg Arg Ser His Gin Asp Ala Leu 

140 145 150 

9^9 99^ 99^ cac tgg etc ane gar aag ega cac cgc ctg cag gcc ate 689 
Glu Gly Gly His Trp Leu Xaa Glu Lys Arg His Arg Leu Gin Ala He 
155 160 165 170 

gga etc cgc aag ggg acc cac aag gac rtc eta daa rag ggg 737 
Arg Asp Gly Leu Arg Lys Gly Thr His Lys Asp Xaa Leu Xaa Xaa Gly 

175 180 185 

acc gar age tec tec cac tec agg ctg tec ccc ega aar amm cac tta 785 
Thr Glu Ser Ser Ser His Ser Arg Leu Ser Pro Arg Lys Xaa His Leu 

190 195 200 

ctg tac ate etc arg ccc tet egg cag ctg targggtggg gaccggggar 835 
Leu Tyr He Leu Xaa Pro Ser Arg Gin Leu 
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205 210 
macctgcctg tagcccccat caraccctgc cccaagcacc atatggaaat aaagttcttt 895 
cttacatcca aaaaaaaaaa a 916 



<210> 312 
<211> 583 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 52. .513 

<220> 

<221> sig_peptide 
<222> 52, .231 
<223> Von Heijne matrix 
score 4 

seq LVRRTLLVAALRA/WM 

<220> 

<221> polyA_signal 
<222> 553. .558 

<220> 

<221> polyA__site 
<222> 572. .583 

<400> 312 

aaggaaacag caaccagagg gagatgatca cctgaaccac tgctccaaac c atg ggc 57 

Met Gly 
-60 

gaa aga cag 105 
Glu Arg Gin 
-45 

aaa agg gtg 153 
Lys Arg Val 

ctg gtg cgc 201 
Leu Val Arg 

cag tgc tgg 24 9 

Gin Cys Trp 
5 

cag gcc ctg 297 

Gin Ala Leu 
20 

etc cag tec 345 

Leu Gin Ser 

atg tgc aat 393 
Met Cys Asn 

ttc eaa aet 441 
Phe Gin Thr 
70 

cag cca gag 489 



agt aaa tgc tgt aaa ggt ggt cca gat gaa gat gea gta 
Ser Lys Cys Cys Lys Gly Gly Pro Asp Glu Asp Ala Val 

-55 -50 
agg egg eag aag ttg ett ctt gea eaa ctg cat cae aga 
Arg Arg Gin Lys Leu Leu Leu Ala Gin Leu His His Arg 

-40 -35 -30 

aar gea get ggg cag ate eag gcc tgg tgg cgt ggg gte 
Lys Ala Ala Gly Gin He Gin Ala Trp Trp Arg Gly Val 

-25 -20 -15 

agg ace ctg ctg gtt get gee etc agg gcc tgg atg att 
Arg Thr Leu Leu Val Ala Ala Leu Arg Ala Trp Met He 
-10 -5 1 

tgg agg aeg ttg gtg cag aga egg ate cgt cag egg egg 
Trp Arg Thr Leu Val Gin Arg Arg He Arg Gin Arg Arg 

10 15 
ttr ggg gte tac gte ate eag gag cag gcg gcg gte aag 
Leu Gly Val Tyr Val He Gin Glu Gin Ala Ala Val Lys 

25 30 35 

tgc ate cgc atg tgg cag tgc egg eaa tgt tac cgc eaa 
Cys He Arg Met Trp Gin Cys Arg Gin Cys Tyr Arg Gin 

40 45 50 

get etc tgc ttg ttc eag gte cca aaa age age ctt gee 
Ala Leu Cys Leu Phe Gin Val Pro Lys Ser Ser Leu Ala 
55 60 65 

gat ggc ttt tta cag gte eaa tat gea ate cct tea aag 
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Asp Gly Phe Leu Gin Val Gin Tyr Ala lie Pro Ser Lys Gin Pro Glu 

75 80 85 

ttc cac att gaa ate eta tea ate tgaaaggcct ggggeatgga gaaeaggetg 543 
Phe His lie Glu lie Leu Ser lie 
90 

eactaeceta ataaatgtct gaeeaggtaa aaaaaaaaaa 583 



<210> 313 

<211> 697 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 172 . .438 



<220> 

<221> sig_j)eptide 

<222> 172. .354 

<223> Von Heijne matrix 

score 4.69999980926514 
seq LLPCNLHCSWLHS/SP 

<220> 

<221> polyA_signal 
<222> 682 . .687 



<220> 

<221> polyA_site 
<222> 685. .697 



<400> 313 

agattggetg ggcagatggg etgactggct gggcagatgg gtgggtgagt teeeteteee 60 
eagageeate ggccaggtac caaageteag etgtatggat tcccaacagg aggacetgeg 12 0 
etteeetggg acccattgtt gtaetggatt aaeaagcgac ggcgetaegg e atg aat 177 

Met Asn 
-60 

gea gee ate aac acg gge eet gee cet get gtc aee aag aet gag aet 225 
Ala Ala lie Asn Thr Gly Pro Ala Pro Ala Val Thr Lys Thr Glu Thr 

-55 -50 -45 

gag gtc cag aat cca gat gtt ctg tgg gat ttg gae ate cec gaa gee 2 73 

Glu Val Gin Asn Pro Asp Val Leu Trp Asp Leu Asp lie Pro Glu Ala 

-40 -35 -30 

^99 eat get gae caa gae age aae ecc aag gcg gaa gee ctg etc 321 

Arg Ser His Ala Asp Gin Asp Ser Asn Pro Lys Ala Glu Ala Leu Leu 

-25 -20 -15 

cec tge aac ctg cae tge age tgg etc cac age age cec agg cca gat 369 
Pro Cys Asn Leu His Cys Ser Trp Leu His Ser Ser Pro Arg Pro Asp 

-10 -5 15 

ecc eat tee cac ttc cca tet kte agg agg tge cet ttg ecc cac cct 417 
Pro His Ser His Phe Pro Ser Xaa Arg Arg Cys Pro Leu Pro His Pro 

10 15 20 

tgt gea aee tac cec ces kge tgaaeeaete tgtctcctat ectttggcea 468 
Cys Ala Thr Tyr Pro Pro Xaa 
25 

cctgtectga aaggaatgtt etcttceatt cectcctgaa tetggceeag gaagaceata 528 
gctteaatgy caagectttt ectteaaaac tgtagcetec tctcaetgaa ggtgggagct 588 
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gcaggaatca ggtgcagagt aggaaatgga actaacctca ggaaggtggt attgacagag 648 
gtcaggaccc acctggatgt catgctatga aacattaaaa gaaaaaaaa 6 97 



<210> 314 
<211> 803 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 148 . .366 



<220> 

<221> sigjpeptide 
<222> 148. .225 
<223> Von Heijne matrix 
score 5 . 5 

seq LFTLLFLIMLVLK/LD 



<220> 

<221> polyA_signal 
<222> 770. .775 



<220> 

<221> polyA_site 
<222> 792 . .803 



<400> 314 

aaatgggggg aaaagggcgg aaaaggacaa ggatccaaac tggcgaattt gctgatcttc 60 
gcgtccctct ccgctttccg gccggcagcg ctgccagggt atatttcctt ttttccgatc 12 0 
ctgcaacagc ctctttaaac tgtttaa atg aga atg tec ttg get cag aga gta 174 

Met Arg Met Ser Leu Ala Gin Arg Val 
-25 -20 
eta etc acc tgg ctt tte aea eta cte ttc ttg ate atg ttg gtg ttg 222 
Leu Leu Thr Trp Leu Phe Thr Leu Leu Phe Leu lie Met Leu Val Leu 

-15 -10 -5 

aaa etg gat gag aaa gea eet tgg aac tgg ttc cte ata tte att eea 2 70 

Lys Leu Asp Glu Lys Ala Pro Trp Asn Trp Phe Leu lie Phe lie Pro 

1 5 10 15 

gte tgg ata ttt gat act ate ett ctt gtc etg etg att gtg aaa atg 318 
Val Trp lie Phe Asp Thr lie Leu Leu Val Leu Leu lie Val Lys Met 

20 25 30 

get ggg egg tgt aag tet ggc ttt gae etc gae atg gat cac aea ata 366 
Ala Gly Arg Cys Lys Ser Gly Phe Asp Leu Asp Met Asp His Thr lie 

35 40 45 

taaaaaaaaa aacctggtae cteattgcac tgtkaettaa attascette tgeetcgcac 426 
tctgtgetaa aetggaacag tttactacea tgaatetate etatgtettc attcetttat 486 
gggccttgct ggetgggget ttaacagaae teggatataa tgtctttttt gtgaaagaet 546 
gaettetaag taeatcatct ectttetatt gctgttcaac aagttaecat taaagtgtte 606 
tgaatctgtc aagetteaag aataceagag aactgaggga aaataccaaa tgtagtttta 666 
tactacttcc ataaaaeagg attggtgaat cacggacttc tagtcaaeet acagettaat 726 
tatteageat ttgagttatt gaaatcetta ttatetetat gtaaataaag tttgttttgg 786 
accteaaaaa aaaaaaa 803 



<210> 315 
<211> 823 
<212> DNA 



253 



<213> Homo sapiens 



<220> 
<221> CDS 
<222> 175. .336 



<220> 

<221> sigjpeptide 

<222> 175. .276 

<223> Von Heijne matrix 

score 3.70000004768372 
seq SVLNVGHLLFSSA/CS 



<220> 

<221> polyA_site 
<222> 812 . .823 

<400> 315 

aaggcgcgcg cgaccggcgg ctctttggcg cggattaggg ggtctcggcg agggagtcat 60 
caagctttgg tgtatgtgtt ggccggttct gaagtcttga agaagctctg ctgaggaaga 120 
ccaaagcagc actcgttgcc aattagggaa tggaccgttt gggttccttt agca atg 177 

Met 

ate cct ctg ata age eae ett gcc gag get get eet eet ace tea tgg 225 
lie Pro Leu lie Ser His Leu Ala Glu Ala Ala Pro Pro Thr Ser Trp 

-30 -25 -20 

age ctt ata tea agt gtg ctg aat gtg ggc eae etc ett ttt tee tct 273 
Ser Leu lie Ser Ser Val Leu Asn Val Gly His Leu Leu Phe Ser Ser 

-15 -10 -5 

get tgc agt gtt tea etc gag get ttg agt aca aga aac ate aaa gcg 321 
Ala Cys Ser Val Ser Leu Glu Ala Leu Ser Thr Arg Asn lie Lys Ala 

15 10 15 

ate ata ctt atg aaa taatggcttc agattttcct gtccttgatc ccagctggac 376 
lie lie Leu Met Lys 
20 

tgcteaagaa raaatggccc ttttagaase tgtgatggae tgtggetttg gaaattggca 436 
ggatgtagce aatcaaatgt geaeeaarae caaggaggag tgtgagaagc actatatgaa 496 
geatttcatc aataacecyc tgtttgeate trscetgetg aacctgaaac aascagrgga 556 
agcaaaaact getgacacag ecattccatt teaetctaca ratgaccctc cccgaeekae 616 
etttgactcc ttgetttetc gggacatgge egggtaewtg cemgctcgag cagatttcat 676 
tgaggaattt gaeaattatg cagaatggga ettgagagae attgattttg ttgaagatga 736 
ctcggacatt ttacatgetc tgaagatgge tgtggtagat atetatcatt ccaggttaaa 796 
ggagagaeaa agacgaaaaa aaaaaaa 823 



<210> 316 
<211> 823 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 191. .553 



<220> 

<22l> sig_peptide 

<222> 191. .304 

<223> Von Heijne matrix 

score 5.69999980926514 
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seq LAFLSCLAFLVLD/TQ 

<220> 

<221> polyA_signal 
<222> 766. .771 



<220> 

<221> polyA_site 
<222> 804. .817 



<220> 

<221> misc_f eature 

<222> 819 

<223> n=a, g, c or t 



<400> 316 

aactctgcag ggcctccaag gccaggcttc agggctggga ctcagtcctg aggcactggg 60 

gagccatgag gggctgtggc agggaggggc agggtgtgga aagactcccc tggggccatg 120 

gtggagatgt gctgaggtct tctccctgat cgtcttctcc tccctgctga ccgacggcta 180 

ccagaackag atg gag tct ccg cag etc cac tgc att etc aac age aac 22 9 
Met Glu Ser Pro Gin Leu His Cys lie Leu Asn Ser Asn 
-35 -30 



age 


gtg 


gee 


tgc 


age 


ttt 


gee 


gtg 


gga 


gee 


gge 


ttc 


ctg 


gee 


ttc 


etc 


277 


Ser 


Val 


Ala 


Cys 


Ser 


Phe 


Ala 


Val 


Gly 


Ala 


Gly 


Phe 


Leu 


Ala 


Phe 


Leu 




-25 










-20 










-15 










-10 




age 


tgc 


ctg 


gee 


ttc 


etc 


gte 


ctg 


gae 


aca 


eag 


gag 


ace 


cgc 


att 


gee 


325 


Ser 


Cys 


Leu 


Ala 


Phe 
-5 


Leu 


Val 


Leu 


Asp 


Thr 
1 


Gin 


Glu 


Thr 


Arg 
5 


He 


Ala 




gge 


ace 


cgc 


ttc 


aag 


aca 


gee 


ttc 


cag 


etc 


ctg 


gae 


ttc 


ate 


ctg 


get 


373 


Gly Thr 


Arg 


Phe 


Lys 


Thr 


Ala 


Phe 


Gin 


Leu 


Leu 


Asp 


Phe 


He 


Leu 


Ala 








10 










15 










20 










gtt 


etc 


tgg 


gca 


gtt 


gte 


tgg 


ttc 


atg 


ggt 


ttc 


tgc 


ttc 


ctg 


gee 


aac 


421 


Val 


Leu 


Trp 


Ala 


Val 


Val 


Trp 


Phe 


Met 


Gly 


Phe 


Cys 


Phe 


Leu 


Ala 


Asn 






25 










30 










35 












caa 


tgg 


eag 


cat 


teg 


ccg 


ecc 


aaa 


gar 


kke 


etc 


ctg 


ggg 


age 


age 


agt 


469 


Gin 


Trp 


Gin 


His 


Ser 


Pro 


Pro 


Lys 


Glu 


Xaa 


Leu 


Leu 


Gly 


Ser 


Ser 


Ser 




40 










45 










50 










55 




gee 


cag 


gca 


gee 


ate 


gge 


stt 


cac 


ett 


ett 


etc 


cat 


cet 


tgt 


ctg 


gat 


517 


Ala 


Gin 


Ala 


Ala 


He 


Gly 


Xaa 


His 


Leu 


Leu 


Leu 


His 


Pro 


Cys 


Leu 


Asp 












60 










65 










70 






att 


cea 


rge 


eta 


cet 


gge 


akk 


cea 


gga 


cet 


ccg 


aaa 


tgatgetcca 




563 


lie 


Pro 


Xaa 


Leu 


Pro 


Gly 


Xaa 


Pro 


Gly 


Pro 


Pro 


Lys 













75 80 



gtcccttaem arcgettcet ggatgaaggt ggcatggtgs kkaacaccet ceccttgecc 62 3 

tctgecaaca gcetgtgaac atgeecacca ctggccecaa cagcetgagt tatgetagct 683 

etgccctgtc cccctgtctg accgetemaa agtccceccg gettgetatg atgectgaca 743 

actaaatate cttatecaaa tcaataaaga gagaatccte ectceagaag ggtttctaaa 803 

aacaaaaaaa aaaahncett 823 



<210> 317 

<211> 1112 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 106. .603 



255 



<220> 

<221> sig_peptide 

<222> 106. .216 

<223> Von Heijne matrix 

score 4.30000019073486 
seq LWEKLTLLSPGIA/VT 



<220> 

<221> polyA_site 
<222> 1102. .1112 



<400> 317 

agcgattgcg aatcctccgc tgaggtgatt tggatatccc tagaacgttg agggcacgag 60 
tcgggtcctg agaccaggtc ctcagccagc agagccacgt tcctt atg age acc gtg 117 

Met Ser Thr Val 
-35 

ggt tta ttt cat ttt cot aca cca ctg acc cga ata tgc ccg gcg cca 165 
Gly Leu Phe His Phe Pro Thr Pro Leu Thr Arg lie Cys Pro Ala Pro 

-30 -25 -20 

tgg gga etc egg ett tgg gag aag ctg aeg ttg tta tec cca gga ata 213 
Trp Gly Leu Arg Leu Trp Glu Lys Leu Thr Leu Leu Ser Pro Gly lie 

-15 -10 -5 

get gte act ccg gtc cag atg gea gge aag aag gae tac cct gca ctg 261 
Ala Val Thr Pro Val Gin Met Ala Gly Lys Lys Asp Tyr Pro Ala Leu 

15 10 15 

ett tec ttg gat gag aat gaa etc gaa gag cag ttt gtg aaa gga cae 309 
Leu Ser Leu Asp Glu Asn Glu Leu Glu Glu Gin Phe Val Lys Gly His 

20 25 30 

ggt cca ggg ggc cag gca acc aac aaa acc age aac tgc gtg gtg ctg 3 57 

Gly Pro Gly Gly Gin Ala Thr Asn Lys Thr Ser Asn Cys Val Val Leu 

35 40 45 

aar mac ate cec tea ggc ate gtt gta aag tgc cat cag aca aga tea 4 05 

Lys Xaa lie Pro Ser Gly lie Val Val Lys Cys His Gin Thr Arg Ser 

50 55 60 

gtt gat cag aac aga aag eta get egg aaa ate eta caa gag aaa gta 453 
Val Asp Gin Asn Arg Lys Leu Ala Arg Lys lie Leu Gin Glu Lys Val 

65 70 75 

rat gtt tte tac aat ggt gaa aac agt cct gtt cae aaa gaa aaa cga 501 
Xaa Val Phe Tyr Asn Gly Glu Asn Ser Pro Val His Lys Glu Lys Arg 
80 85 90 95 

gaa gcg gcg aag aaa aaa ear gaa agg aaa aaa aga gea aag gaa ace 54 9 

Glu Ala Ala Lys Lys Lys Gin Glu Arg Lys Lys Arg Ala Lys Glu Thr 

100 105 110 

ctg gaa aaa aag aas ctm ett aaa raa ctg tgg gag tea agt aaa aag 597 
Leu Glu Lys Lys Xaa Leu Leu Lys Xaa Leu Trp Glu Ser Ser Lys Lys 

115 120 125 

gtc cae tgagaaaaga attagagatt ceaactgaca gaatctgcca gaagctceea 653 
Val His 

gggaataatg gtggcgagtt ceatcaccag cattattata gtgcttcaaa agaaatattt 713 
ttgatgaact taaaagacaa caaatttatt taaatggtge actaaactgt agtgaaeaga 773 
gaeatgeaeg attcaagaat aaaactegge cgggcacggt ggaeggtgcc teacatctgt 83 3 
aatceeagca etttgggagg ccgaggeggg eggatcactt gaggteagga gtttgagacc 893 
agcctggcca acatggtgaa accccgtetc tactaaaaat acaaaaaatt agccaggeat 953 
ggtggcgggc acctgtaatc eeagctaetc gggaggccga ggcaggagaa ttgegtgaac 1013 
etgggaggcg gaggttgcag tgagctgaga tcgegceact gcactcaagc ctgggcaaca 1073 
cctgggtgae agagcaagac cccateyeaa aaaaaaaaa 1112 
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<210> 318 
<211> 1623 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 47. .586 

<220> 

<221> sig_peptide 

<222> 47. .124 

<223> Von Heijne matrix 

score 6.30000019073486 

seq GVGLVTLLGLAVG/SY 

<220> 

<221> polyA_signal 
<222> 1583 . .1588 

<220> 

<221> polyA_site 
<222> 1614 . . 1623 

<220> 

<221> misc_feature 
<222> 1597 

<223> n=a, g, c or t 
<400> 318 

\tc atg ggg ate 55 
Met Gly He 
-25 

ggg ctg gtc act 103 
Gly Leu Val Thr 
-10 

^99 tec cgc egg 151 
Arg Ser Arg Arg 

ctg eta ega ctg 199 
Leu Leu Arg Leu 
25 

tte cgc ttt gcc 247 
Phe Arg Phe Ala 
40 

ggc aaa cat ate 295 
Gly Lys His He 
55 

agg cea tac act 343 
Arg Pro Tyr Thr 
70 

ctt gtc mtc aag 391 
Leu Val Xaa Lys 

99^ 999 ^tg 43 9 

Gly Gly Lys Met 



agggatctgt cggcttgtca ggtggtggag gaaaaggcgc tccg 



cag acg age cec gtc ctg ctg gcc tec ctg ggg gtg 
Gin Thr Ser Pro Val Leu Leu Ala Ser Leu Gly Val 

-20 -15 
ctg etc ggc ctg get gtg ggc tec tac ttg gtt egg 
Leu Leu Gly Leu Ala Val Gly Ser Tyr Leu Val Arg 

-5 15 
cet cag gtc act etc ctg gac cec aat gaa aag tac 
Pro Gin Val Thr Leu Leu Asp Pro Asn Glu Lys Tyr 
10 15 20 

eta gac aag acg act gtg age cac aac ace aag agg 
Leu Asp Lys Thr Thr Val Ser His Asn Thr Lys Arg 

30 35 
ctg cec aec gcc cac cac act ctg ggg ctg cet gtg 
Leu Pro Thr Ala His His Thr Leu Gly Leu Pro Val 

45 50 
tac etc tec acm mga att gat ggc age ctg gtc ate 
Tyr Leu Ser Thr Arg He Asp Gly Ser Leu Val He 

60 65 
cet gtc ace agt gat gag gat caa ggc tat gtg gat 
Pro Val Thr Ser Asp Glu Asp Gin Gly Tyr Val Asp 

75 80 85 

gtc tac ctg aag ggt gtg cac cec aaa ttt cet gag 
Val Tyr Leu Lys Gly Val His Pro Lys Phe Pro Glu 
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90 95 100 105 

tct cak tac ctg gat asc ctg aaa gtt ggg gat btg gtg gaa ttt csg 48 7 

Ser Xaa Tyr Leu Asp Xaa Leu Lys Val Gly Asp Xaa Val Glu Phe Xaa 

110 115 120 

ggg cca age ggg ttg etc act tac act gga aaa ggg cat ttt aac att 535 
Gly Pro Ser Gly Leu Leu Thr Tyr Thr Gly Lys Gly His Phe Asn lie 

125 130 135 

cag ccc aac aag aat etc cae eag aac ccc gag tgg cga aga aac tgg 583 
Gin Pro Asn Lys Asn Leu His Gin Asn Pro Glu Trp Arg Arg Asn Trp 

140 145 150 

gaa tgattgeegg cgggacagga ateaccccaa tgctacaget gateegggec 636 
Glu 

atcctgaaag tecctgaaga tccaaeceag tgctttctgc tttttgeeaa ecagacagaa 696 

aaggatatca tcttgcggga ggacttagag gaactgcagg eecgctatcc caatcgcttt 756 

aagetctggt tcactctgga tcatccccca aaagrttggg cetaeageaa gggctttgtg 816 

actgeegacw tgatccggga acaeetgccc gctccagggg atgatgtget ggtactgett 876 

tgtgggccmc ceceaatggt gcagctggec tgecatecca acttggacaa actgggetae 936 

tcacaaaaga tgcgattcac ctactgagca teetccagct tccctggtgc tgttcgctgc 996 

agttgttccc catcagtact caagcactak aagccttagr kteetktcet eagagtttea 1056 

ggttttttca gttrsatcka gagetgaaat ctggatagta cctgcaggaa eaatattcct 1116 

gtageeatgg aagagggcea aggetcagtc actccttgga tggeeteeta aatctccccg 1176 

tggcaacagg tecaggagag gcccatggag cagtctcttc catggagtaa gaaggaaggg 1236 

agcatgtacg cttggtccaa gattggctag ttccttgata gcatcttact cteacettct 1296 

ttgtgtctgt gatgaaagga acagtctgtg caatgggttt tacttaaact tcactgttca 1356 

acctatgage aaatetgtat gtgtgagtat aagttgagca tagcatactt ccagaggtgg 1416 

tcttatggag atggcaagaa aggaggaaat gatttcttca gatcteaaag gagtctgaaa 1476 

tatcatattt ctgtgtgtgt cdctctcage ccetgcecad gctagaggga wacagetaet 1536 

gataategaa aactgctgtt tgtgggcarg aacccctggc tgtgcaaata atggggetga 1596 

ngccctgtgt gatattgaaa aaaaaaa 1623 

<210> 319 
<211> 526 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 99. .371 

<220> 

<221> sig_peptide 

<222> 99. .290 

<22 3> Von Heijne matrix 

score 3.79999995231628 
seq LFIWCVICVTLN/FP 



<220> 

<221> polyA_signal 

<222> 491. .496 

<220> 

<221> polyA_site 

<222> 513. .524 



<400> 319 

attggattag tagaattgct tttgtcattc cattgttttc atatatttgt ttgggacatt 60 
ttactttttt ctgttaacgc ttaeectagr aattagaa atg aca cca egt att ctt 116 
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Met Thr Pro Arg lie Leu 
-60 

age gaa gtc cag ttt tea gca ttt tgt cct tat tgg aca ata gca agg 164 
Ser Glu Val Gin Phe Ser Ala Phe Cys Pro Tyr Trp Thr lie Ala Arg 

-55 -50 -45 

ata tta gaa cgt gtt ggt tec gcg tgc ttc cgt ctt gag tta tgt get 212 
lie Leu Glu Arg Val Gly Ser Ala Cys Phe Arg Leu Glu Leu Cys Ala 

-40 -35 -30 

get att gte gga tat ttt gte tta gat gta egt aet tte etg tte att 260 
Ala lie Val Gly Tyr Phe Val Leu Asp Val Arg Thr Phe Leu Phe lie 

-25 -20 -15 

gtg gta tgt gta att tge gtt aet ttg aat ttt eea cgt ttt tac ttt 3 08 

Val Val Cys Val lie Cys Val Thr Leu Asn Phe Pro Arg Phe Tyr Phe 
-10 -5 1 5 

ctt tgt etc tea tea ctt ace get ttt ggg ace cec cee ate ggg gtt 356 
Leu Cys Leu Ser Ser Leu Thr Ala Phe Gly Thr Pro Pro lie Gly Val 

10 15 20 

cac att ccc tet eec tararcacac teeettggat tteeteradt ggggtctgct 411 
His lie Pro Ser Pro 

25 

gcggtgaage tttcceattt tatgtgeaga ttatttteag agggtatata gaatteagge 471 
agctgtttcg ttgtageaea ttaaaaatat ttteeeaett caaaaaaaaa aaacc 526 



<210> 320 

<211> 989 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 44. .814 



<220> 

<221> sigjpeptide 

<222> 44. .112 

<223> Von Heijne matrix 

score 8.30000019073486 
seq VRLLLXLLLLLIA/LE 



<220> 

<221> polyA_site 
<222> 978 . .989 



<220> 

<221> mise_feature 

<222> 569 

<223> n=a, g, e or t 



<400> 320 

aaatgtgtae aegeccaget tectgectgt tactetecae agt atg cga aga ata 55 

Met Arg Arg lie 
-20 

tee etg act tet age cct gtg ege ctt ctt ttg tdt ctg ctg ttg eta 103 
Ser Leu Thr Ser Ser Pro Val Arg Leu Leu Leu Xaa Leu Leu Leu Leu 

-15 -10 -5 

eta ata gee ttg gag ate atg gtt ggt ggt cac tet ctt tge ttc aac 151 
Leu lie Ala Leu Glu lie Met Val Gly Gly His Ser Leu Cys Phe Asn 
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15 10 
ttc act ata aaa tea ttg tec aga cct gga cag ccc tgg tgt gaa gcg 199 
Phe Thr lie Lys Ser Leu Ser Arg Pro Gly Gin Pro Trp Cys Glu Ala 

15 20 25 

cat gtc ttc ttg aat aaa aat ctt ttc ctt cag tac aac agt gac aac 24 7 

His Val Phe Leu Asn Lys Asn Leu Phe Leu Gin Tyr Asn Ser Asp Asn 
30 35 40 45 

aac atg gtc aaa cct ctg ggc etc ctg ggg aag aag gta tat gcc acc 295 
Asn Met Val Lys Pro Leu Gly Leu Leu Gly Lys Lys Val Tyr Ala Thr 

50 55 60 

age act tgg gga gaa ttg ace caa acg ctg gga gaa gtg ggg cga gac 343 
Ser Thr Trp Gly Glu Leu Thr Gin Thr Leu Gly Glu Val Gly Arg Asp 

65 70 75 

etc agg atg etc ctt tgt gac ate aaa ccc car ata aag ace agt gat 3 91 

Leu Arg Met Leu Leu Cys Asp lie Lys Pro Gin lie Lys Thr Ser Asp 

80 85 90 

cct tec act ctg caa gtc kar atk ttt tgt caa egt gaa gea gaa egg 439 
Pro Ser Thr Leu Gin Val Xaa Xaa Phe Cys Gin Arg Glu Ala Glu Arg 

95 100 105 

tgc act ggt gea tec tgg cag ttc gee acc aat gga gag aaa tec etc 487 
Cys Thr Gly Ala Ser Trp Gin Phe Ala Thr Asn Gly Glu Lys Ser Leu 
110 115 120 125 

etc ttt gac gea atg aac atg acc tgg aca gta att aat eat gaa gee 535 
Leu Phe Asp Ala Met Asn Met Thr Trp Thr Val lie Asn His Glu Ala 

130 135 140 

agt wag ate aag gag aca tgg aag aaa gac aga ngg ctg gaa aak tat 583 
Ser Xaa lie Lys Glu Thr Trp Lys Lys Asp Arg Xaa Leu Glu Xaa Tyr 

145 150 155 

ttc agg aag etc tea aar gga gac tgc gat cac tgg etc agg gaa ttc 631 
Phe Arg Lys Leu Ser Lys Gly Asp Cys Asp His Trp Leu Arg Glu Phe 

160 165 170 

tta ggg cac tgg gaa gea atg cca raa ceg ama gtg tern cea rta aat 679 
Leu Gly His Trp Glu Ala Met Pro Xaa Pro Xaa Val Ser Pro Xaa Asn 

175 180 185 

get tea raw ate cac tgg tet tet tet art eta cca raw ara tgg ate 72 7 

Ala Ser Xaa lie His Trp Ser Ser Ser Xaa Leu Pro Xaa Xaa Trp lie 
190 195 200 205 

ate ctg ggg gea ttc ate ctg tta vtt tta atg gga att gtt etc ate 775 
lie Leu Gly Ala Phe lie Leu Leu Xaa Leu Met Gly lie Val Leu lie 

210 215 220 

tgt gtc tgg tgg caa aat ggc ara ara tec ace tad arg tgataceacg 824 
Cys Val Trp Trp Gin Asn Gly Xaa Xaa Ser Thr Xaa Xaa 

225 230 
gcggcgcaaa attgttcacc tgtggtectc gatcgetgae agccttggct eecaetgetg 884 
tgtgttccct gagteaagtg gaggcggage etgeaatgag cggaratcgc gectetgcat 944 
tccagtcttg geaaeagarc aagactecgt eteaaaaaaa aaaaa 98 9 

<210> 321 
<211> 1017 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 3. .581 

<220> 
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<221> sigj)eptide 

<222> 3. .182 

<223> Von Heijne matrix 

score 6.69999980926514 
seg LWPFLTWINPALS/IC 



<220> 

<221> polyA_site 
<222> 1006 . . 1016 



<400> 321 

ac atg tgc act agt ctg gaa gag get ccc agt gtc aag ggg act ctg 47 
Met Cys Pro Ser Leu Glu Glu Ala Pro Ser Val Lys Gly Thr Leu 
-60 -55 -50 

ccc tgc tea gga caa cag cag cct ttc ccg ttt gga gcc tea aac ate 95 
Pro Cys Ser Gly Gin Gin Gin Pro Phe Pro Phe Gly Ala Ser Asn lie 
-45 -40 -35 -30 

cea eta etc ctg gge agg age aga aag gtg get ega ggt gca ccg gtc 143 
Pro Leu Leu Leu Gly Arg Ser Arg Lys Val Ala Arg Gly Ala Pro Val 

-25 -20 -15 

ctg tgg cea ttt etc act tgg ata aac ect gca ctg tec ate tgt gac 191 
Leu Trp Pro Phe Leu Thr Trp lie Asn Pro Ala Leu Ser lie Cys Asp 

-10 -5 1 

ccc tta gga tec tgc gga tgg cyw tgc eae aeg gee ear gtc cct geg 23 9 

Pro Leu Gly Ser Cys Gly Trp Xaa Cys His Thr Ala Gin Val Pro Ala 

5 10 15 

eee ctg ear ttg cct act gee tgt cct ccc etc cea eat gge ace egg 287 
Pro Leu Gin Leu Pro Thr Ala Cys Pro Pro Leu Pro His Gly Thr Arg 
20 25 30 35 

get gta gge ccc aeg cea gge etc etc cct gag get gca gcc cea sgc 335 
Ala Val Gly Pro Thr Pro Gly Leu Leu Pro Glu Ala Ala Ala Pro Xaa 

40 45 50 

aeg tgk ggg gea ctg tee tea egc age agg cac tgg tea tgt tec att 383 
Thr Xaa Gly Ala Leu Ser Ser Arg Ser Arg His Trp Ser Cys Ser lie 

55 60 . 65 

gtc arc tge etc eae ctg cac ara etc ctg tct gtg gag aec aga are 431 
Val Xaa Cys Leu His Leu His Xaa Leu Leu Ser Val Glu Thr Arg Xaa 

70 75 80 

ttc cas aaa cat ctg ttg gtg ctg ctg gtg get gtg gee cat agt gtt 479 
Phe Xaa Lys His Leu Leu Val Leu Leu Val Ala Val Ala His Ser Val 

85 90 95 

ctg gaa cea cct gcc ctg gtc cea aat gtg cag tgt gag atg tgc aea 52 7 

Leu Glu Pro Pro Ala Leu Val Pro Asn Val Gin Cys Glu Met Cys Thr 
100 105 110 115 

cac tea ggg eee egt gac ctg gaa gee gea gtc gtg tec cea gca ect 575 
His Ser Gly Pro Arg Asp Leu Glu Ala Ala Val Val Ser Pro Ala Pro 

120 125 130 

tgg gaa tgagcctgtc ctetgtgtga aggagggggt ggttctcaaa ccactgactc 631 
Trp Glu 

ttggtgetea ggaggggcct gctgetgtcc tgggcatggg gtggtcattg ttcaagaetg 691 
aggeagaetc agtctttgaa agggtgeaga ggeeaggege ggtggctcac gcctgtaatt 751 
eeagcacttt gggaggeeaa ggtggacaga tcatgaggtc aggagttcga gaccagcetg 811 
gecaatacgg tgaaaccgca tctetactaa rraatawcaw aaattagtcg ggcatgggtg 871 
atgtgtgett gtagtceeag etaetcatga ggyetgaggc agaagaatca cetgaatctg 931 
ggaggeagag gttgeagtga accaagatcg cacgactgta caeeageetg ggegacagag 991 
tgagaetceg teteaaaaaa aaaaam 1017 
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<210> 322 
<211> 529 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 107. .427 



<220> 

<221> sig_peptide 

<222> 107. .190 

<223> Von Heijne matrix 

score 3.79999995231628 
seq RFLSLSAADGSDG/SH 



<220> 

<221> polyA_signal 
<222> 499. . 504 



<220> 

<221> polyA_site 
<222> 516. .529 



<400> 322 

aaagtcagcg ctggagtcgg ctaggcggct ggaaacggcg gctgccgccg gtgactcagg 60 
gaggcgggag gccgmsggmg gagctcttcc tgcaggcgtg garacc atg gtg etc 115 

Met Val Leu 

acg etc gga gaa agt tgg ccg gta ttg gtg ggg agg agg ttt etc agt 163 

Thr Leu Gly Glu Ser Trp Pro Val Leu Val Gly Arg Arg Phe Leu Ser 

-25 -20 -15 -10 

ctg tec gca gee gac ggc age gat gge age cae gae age tgg gae gtg 211 

Leu Ser Ala Ala Asp Gly Ser Asp Gly Ser His Asp Ser Trp Asp Val 

-5 15 
gag egc gte gee gag tgg ecc tgg etc tee ggg ace att ega get gtt 259 
Glu Arg Val Ala Glu Trp Pro Trp Leu Ser Gly Thr lie Arg Ala Val 

10 15 20 

tee eae aec gae gtt ace aag aag gat ctg aag gtg tgt gtg gaa ttt 307 
Ser His Thr Asp Val Thr Lys Lys Asp Leu Lys Val Cys Val Glu Phe 

25 30 35 

gak ggg gaa tct tgg agg aaa aga aga tgg ata gaa gte tae age ett 3 55 

Xaa Gly Glu Ser Trp Arg Lys Arg Arg Trp lie Glu Val Tyr Ser Leu 
40 45 50 55 

eta agg aaa gca ttt tta gta aaa eat aat ttg gtt tta get gaa ega 403 
Leu Arg Lys Ala Phe Leu Val Lys His Asn Leu Val Leu Ala Glu Arg 

60 65 70 

aag tea ect gaa att tet tgg ggt taaeeatctt tagttaaatg gaattttaat 457 
Lys Ser Pro Glu lie Ser Trp Gly 
75 

ttaaatgacg etttgctaat tttaagtgtt aagcattttg cattaaaata ttcatataat 517 
aaaaaaaaaa aa 529 



<210> 323 

<211> 1046 

<212> DNA 

<213> Homo sapiens 
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<220> 
<221> CDS 
<222> 45. .407 



<220> 

<221> sig_peptide 

<222> 45. .83 

<223> Von Heijne matrix 

score 5.69999980926514 
seq MLVLRSALTRALA/SR 



<220> 

<221> polyA_signal 
<222> 1008. .1013 

<220> 

<221> polyA_site 
<222> 1032 . . 1042 



<400> 323 

aaaaggacac ggctggctgc ttttctcagc gccgaagccg cgcc atg etc gtc etc 56 

Met Leu Val Leu 
-10 

aga age gcc ctg act egg gcg ctg gee tea egg aeg etg gcg ect cag 104 
Arg Ser Ala Leu Thr Arg Ala Leu Ala Ser Arg Thr Leu Ala Pro Gin 

-5 1 5 

atg tgc tea tet ttt get aeg gga ece aga caa tac gat gga ata ttc 152 
Met Cys Ser Ser Phe Ala Thr Gly Pro Arg Gin Tyr Asp Gly lie Phe 

10 15 20 

tat gaa ttt cgt tet tat tac ett aag ecc tea aag atg aat gag ttc 200 
Tyr Glu Phe Arg Ser Tyr Tyr Leu Lys Pro Ser Lys Met Asn Glu Phe 

25 30 35 

ctg gaa aat ttt gag aaa aac get caa ctt egg aca get cae tet gaa 248 
Leu Glu Asn Phe Glu Lys Asn Ala Gin Leu Arg Thr Ala His Ser Glu 
40 45 50 55 

ttg gtt gga tac tgg agt gta kaa ttt gga gge aga atg awt aea gtg 296 
Leu Val Gly Tyr Trp Ser Val Xaa Phe Gly Gly Arg Met Xaa Thr Val 

60 65 70 

ttt cat att tgg aag tat gat aat ttt get cat cga act gaa ttt eag 344 
Phe His lie Trp Lys Tyr Asp Asn Phe Ala His Arg Thr Glu Phe Gin 

75 80 85 

aaa gee ttg gee aaa gat aag gaa tgg caa gaa caa ttc etc att cea 392 
Lys Ala Leu Ala Lys Asp Lys Glu Trp Gin Glu Gin Phe Leu lie Pro 

90 95 100 

aat ttg get etc aat tgataaacaa gatagtgaga ttaettatet ggtaeeatgg 447 
Asn Leu Ala Leu Asn 
105 

tgeaaattag aaaaacctcc aaaagaagga gtetatgaae tggceacttt teagatgaaa 507 
cctggtggge eagctetgtg gggtgatgea tttaaaaggg cagttcatgc tcatgtcaat 567 
ctaggctaca caaaactagt tggagtgttc cacacagagt acggagcact caaeagagtt 62 7 
catgttcttt ggtggaatga gagtgeagat agtcgtgcag ctgggagaca taagtcecat 687 
gaggatecca gagttgtgge agctgttcgg gaaagtgtca aetacctagt atctcageag 747 
aatatgette tgattectac atcgttttca ceaetgaaat agttttctac tgaaataeaa 807 
aacatttcat taactgetat aggatetgte tgctaatggt gettaaattc teeeaagagg 867 
ttctcacttt tatttgaagg aggtggtaag ttaatttget atgtttcttg eattatgaag 927 
getacatetg tgctttgtaa gtaccacttc aaaaaatakt tctgtttaet ttetgcatgg 987 
tatttcagtg tctgtcatae attaaaaata cttgteaetg tttyaaaaaa aaaaammcc 1046 
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<210> 324 
<211> 880 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 201. .332 

<220> 

<22l> sig_peptide 

<222> 201. .251 

<223> Von Heijne matrix 

score 7.80000019073486 

seq VLWLISFFTFTDG/HG 

<220> 

<221> polyA_site 
<222> 869. .880 

<220> 

<221> misc_feature 
<222> 97,785,797,808 
<223> n=a, g, c or t 

<400> 324 

aattgctgat ggatcagtga gcctgtgttc atgccagtga gctgctgtgg ctcagatact 60 

gatactttct ttccaaacag cataagaagt gattgancca caagtatact gaaggmargg 12 0 

yhcccwsvar tyctggwgtg amgagataaa tcaccagtca cagactatgc acccgactgc 180 

tgctgttcag tccagggaaa atg aaa gtt gga gtg ctg tgg etc att tct ttc 233 

Met Lys Val Gly Val Leu Trp Leu lie Ser Phe 
-15 -10 

ttc acc ttc act gac ggc cac ggt ggc ttc ctg ggg gtg agt tgg tgc 281 
Phe Thr Phe Thr Asp Gly His Gly Gly Phe Leu Gly Val Ser Trp Cys 

-5 15 10 

tat gtc tea tat etc ttc tea aet aae tet eet ete teg ttc egg cgc 329 
Tyr Val Ser Tyr Leu Phe Ser Thr Asn Ser Pro Leu Ser Phe Arg Arg 

15 20 25 

att tagaaccect cactctctag gggactgcaa ctgeataatt taatgtactt 382 
He 

gagateagaa gtectgagtt ctcgtttcaa eattaceaac attcaetgtg tggeettgga 442 

taagtragtc atttcatctc ttcggagett agatgatema actgcaarag gaggatcttt 502 

gattamacta tcttagagat cttttccagt teaaeacatg etgtaetatg gcttetegga 562 

tgcagaaaaa tcaeatggat ggacattagc aatcettara eaetgtettt cctgtetaca 622 

ctcgcttgag tgatgekttc atctaggatc atggttttaa tattctetac atgetgatga 682 

etceeagetg tatagctcca tctcagaaec tetcccctgt ccacactcae atatccatta 742 

eetaegtgtt atttccaget gggaaatcca gcggaacctc ggnaacttea tttgnttcaa 802 

aatcgnaace caatccttct tgcetatetc agcaagtggt atcactatet ttccagctac 862 

ttaggeaaaa aaaaaaaa 880 

<210> 325 

<211> 1217 

<212> DNA 

<213> Homo sapiens 

<220> 
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<221> CDS 
<222> 217 . . 543 



<220> 

<221> sig_peptide 

<222> 217 . .255 

<223> Von Heijne matrix 

score 6.40000009536743 
seq MCLLTALVTQVIS/LR 



<220> 

<221> polyA_site 
<222> 1206. .1217 



<220> 

<221> misc_f eature 

<222> 307 

<223> n=a, g, c or t 



<400> 325 

aatgccagtg tcagcttctc tccgaaaact gggtaatacg aaatggtctt tattggttgt 60 
gaacactcga gctgagaaac attttaggat ctttgtgtct tttgtgatga ttttgtttct 120 
graagrwgga aasctgtcta aaaatattca agtgtgcaac caaggattta gatgaagcca 180 
gcaaacaaag gaatcatgta atcaggacct gagcga atg tgc tta etc acg gcg 234 

Met Cys Leu Leu Thr Ala 
-10 

tta gtt aca cag gtg att tec tta aga aaa aat gca gag aga act tgt 282 
Leu Val Thr Gin Val lie Ser Leu Arg Lys Asn Ala Glu Arg Thr Cys 

-5 15 
tta tgc aag agg aga tgg ccc tgg ngc ccc teg ccc egg ate tac tge 330 
Leu Cys Lys Arg Arg Trp Pro Trp Xaa Pro Ser Pro Arg lie Tyr Cys 
10 15 20 25 

tea tee ace cea tge gat tec aaa tte ccc ace gte tac tee agt gee 378 
Ser Ser Thr Pro Cys Asp Ser Lys Phe Pro Thr Val Tyr Ser Ser Ala 

30 35 40 

cea tte eat gee ccc etc ccc gte eag aat tee tta tgg ggg eac ecg 426 
Pro Phe His Ala Pro Leu Pro Val Gin Asn Ser Leu Trp Gly His Pro 

45 50 55 

etc cat ggt tgt tee tgg caa tgc cac cat ccc eag gga car aat etc 4 74 

Leu His Gly Cys Ser Trp Gin Cys His His Pro Gin Gly Gin Asn Leu 

60 65 70 

eag ect gee agt etc cad ace eat etc tec aag ccc aag cgc cat ttt 522 
Gin Pro Ala Ser Leu Xaa Thr His Leu Ser Lys Pro Lys Arg His Phe 

75 80 85 

ara aar aar rra tgt eaa gee tgatgaarac atgagtggea aaaaeattge 573 
Xaa Lys Lys Xaa Cys Gin Ala 
90 95 

aatgtacara aatgagggtt tctatgetga tcettaeett tateacgagg gacggatgag 633 
catascctea teecatggtg gacacccact ggatgtccec gaccacatca ttgeatatea 693 
ecgeacegce ateeggteag egagtgetta ttgtaacece teaatgeaag cggaaatgea 753 
tatggaaeaa tcaetgtaea gaeagaaatc aaggaaatat ceggatagee atttgectae 813 
aetgggetcc aaaaeacccc etgeetetee teacagaktc agtgacetga ggatgataga 873 
eatgeacget caetataatg cccaeggeee eeetcacacc atgcagccag aeegggeetc 933 
teegagcege caggeettta aaaaggagec aggeaeettg gtgtatatag aaaagccacg 993 
gagcgctgea ggattateea geettgtaga ccteggecet ectetaatgg agaagcaagt 1053 
ttttgcctae ageaeggega eaatacccaa agacagagag accagagaga ggatgeaagc 1113 
eatggagaaa cagattgcea gtttaaetgg ecttgtteag tetgegcttt ttaaagggcc 1173 
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cattacaagt tatagcaaar atgcgtctag ctaaaaaaaa aaaa 



1217 



<210> 326 

<211> 959 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 18 . .446 

<220> 

<221> sig_peptide 

<222> 18. .140 

<223> Von Heijne matrix 

score 4.09999990463257 
seq GILILWIIRLLFS/KT 



<220> 

<221> polyA_signal 
<222> 930. .935 



<220> 

<221> polyA_site 
<222> 948 . . 959 



<400> 326 

aaaggaagcg gctaact atg gcg acc gcc acg gag cag tgg gtt ctg gtg 50 

Met Ala Thr Ala Thr Glu Gin Trp Val Leu Val 
-40 -35 
gag atg gta cag gcg ctt tac gag get cct get tac cat ctt att ttg 98 
Glu Met Val Gin Ala Leu Tyr Glu Ala Pro Ala Tyr His Leu lie Leu 
-30 -25 -20 -15 

gaa ggg att ctg ate etc tgg ata ate aga ctt ctt ttc tct aag act 146 
Glu Gly lie Leu lie Leu Trp lie lie Arg Leu Leu Phe Ser Lys Thr 

-10 -5 1 

tac aaa tta caa gaa ega tct gat ctt aca gtc aag gaa aaa gaa gaa 194 
Tyr Lys Leu Gin Glu Arg Ser Asp Leu Thr Val Lys Glu Lys Glu Glu 

5 10 15 

ctg att gaa gag tgg caa cea gaa eet ctt gtt cct eet gtc cca aaa 242 
Leu lie Glu Glu Trp Gin Pro Glu Pro Leu Val Pro Pro Val Pro Lys 

20 25 30 

gac cat eet get etc aac tac aac ate gtt tea ggc cct cca age cac 290 
Asp His Pro Ala Leu Asn Tyr Asn lie Val Ser Gly Pro Pro Ser His 
35 40 45 50 

aaa act gtg gtg aat gga aaa gaa tgt ata aac ttc gee tea ttt aat 33 8 

Lys Thr Val Val Asn Gly Lys Glu Cys lie Asn Phe Ala Ser Phe Asn 

55 60 65 

ttt ctt gga ttg ttg gat aac eet agg gtt aag gca gca get tta gea 386 
Phe Leu Gly Leu Leu Asp Asn Pro Arg Val Lys Ala Ala Ala Leu Ala 

70 75 80 

tct eta aag aag tat ggc gtg ggg act tgt gga ecc tgt gga ttt tat 434 
Ser Leu Lys Lys Tyr Gly Val Gly Thr Cys Gly Pro Cys Gly Phe Tyr 

85 90 95 

ggc aea ttt gaa tgaaratgaa ggateattga tttccttgtg tatggataat 486 
Gly Thr Phe Glu 
100 
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atgtatgatt tcaaatacag tgaattccct 546 

gttgttttta ttaagtgtat attctttgct 606 

ccgggcatgg tggctcatgc ctgtaatccc 666 

acctgaggtc aggagttcaa aaccagcctg 726 

aaatacaaaa attagctggg cgtggtggtg 786 

tgaggtggga gaattgcttc aacctgggag 846 

actgcactcc agcctgggca acagagcaag 906 

ttgtttaaat gaaaaaaaaa aaa 959 

<210> 327 

<211> 921 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 29 . . 724 



ccgggaacag gccaactaaa tatttgatga 
gggagtcatc aaaraagacg gcattttatg 
cctgaaaatg ttattaaata attgtttagg 
agcactttca aaggctgagg caggcagatc 
gccaacatgc tgaaacctcg tctctactaa 
grtgcctgtg gtcccagctr cgtgggaggc 
gcggaggttg cagtgagccg agatcatgcc 
actgtctcaa aaataaataa ataaataaaa 



<220> 

<221> sigjpeptide 

<222> 29. .118 

<223> Von Heijne matrix 

score 3.90000009536743 
seq VAHALSLPAESYG/NX 



<220> 

<221> polyA_signal 
<222> 886. .891 



<220> 

<221> polyA_site 
<222> 910. .920 



<220> 

<221> misc_feature 

<222> 301,319 

<223> n=a, g, c or t 



<400> 327 

aaggagccac gctttcgggg gttgcaag atg gcg gcc acc agt gga act gat 52 

Met Ala Ala Thr Ser Gly Thr Asp 
-30 -25 
gag ccg gtt tec ggg gag ttg gtg tct gtg gca cat gcg ctt tct etc 100 
Glu Pro Val Ser Gly Glu Leu Val Ser Val Ala His Ala Leu Ser Leu 

-20 -15 -10 

cca gca gag teg tat ggy aac grt yet gac att gag atg get tgg gcc 148 
Pro Ala Glu Ser Tyr Gly Asn Xaa Xaa Asp lie Glu Met Ala Trp Ala 

-5 15 10 

^tg aga gca atg eag cat get gaa gtc tat tae aag ctg att tea tea 196 
Met Arg Ala Met Gin His Ala Glu Val Tyr Tyr Lys Leu lie Ser Ser 

15 20 25 

gtt gac cca eag ttc ctg aaa etc acc aaa gta gat gac caa att tac 244 
Val Asp Pro Gin Phe Leu Lys Leu Thr Lys Val Asp Asp Gin lie Tyr 

30 35 40 

tct gag ttc egg aaa aat ttt gag acc ctt agg ata gat gtg ttg gre 292 
Ser Glu Phe Arg Lys Asn Phe Glu Thr Leu Arg lie Asp Val Leu Xaa 
45 50 55 
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cca gaa gan etc aag tea gaa tea gen aaa gag eee cea gga tae aat 340 
Pro Glu Xaa Leu Lys Ser Glu Ser Ala Lys Glu Pro Pro Gly Tyr Asn 

60 65 70 

tct ttg eca ttg aaa ttg ete gga ace ggg aag get ata aca aag etg 388 
Ser Leu Pro Leu Lys Leu Leu Gly Thr Gly Lys Ala lie Thr Lys Leu 
75 80 85 90 

ttt ata tea gtg tte agg aea aag aag gag aga aag gag tea aca atg 436 
Phe lie Ser Val Phe Arg Thr Lys Lys Glu Arg Lys Glu Ser Thr Met 

95 100 105 

gag gag aaa aaa gag etg aea gtg gag aag aag aga aea eca aga atg 484 
Glu Glu Lys Lys Glu Leu Thr Val Glu Lys Lys Arg Thr Pro Arg Met 

110 115 120 

gag gag aga aag gag etg ata gtg gag aag aaa aag agg aag gaa tea 532 
Glu Glu Arg Lys Glu Leu lie Val Glu Lys Lys Lys Arg Lys Glu Ser 

125 130 135 

aea gag aag aca aaa etg aea aag gag gag aaa aag gga aag aag etg 580 
Thr Glu Lys Thr Lys Leu Thr Lys Glu Glu Lys Lys Gly Lys Lys Leu 

140 145 150 

aea aag aaa tea aea aaa gtg gtg aaa aag eta tgt aag gta tae agg 628 
Thr Lys Lys Ser Thr Lys Val Val Lys Lys Leu Cys Lys Val Tyr Arg 
155 160 165 170 

gaa eag eae tet aga age tat gae tea att gag act aea agt ace acg 676 
Glu Gin His Ser Arg Ser Tyr Asp Ser lie Glu Thr Thr Ser Thr Thr 

175 180 185 

gtg eta ett gea eag acc cct ttg gtt aaa tgt aaa tte ttg tae aat 724 
Val Leu Leu Ala Gin Thr Pro Leu Val Lys Cys Lys Phe Leu Tyr Asn 

190 195 200 

tgaaggatac gcagaaggae atetttetag tetaacagte aggagctgct ctggtcattc 784 
ecttgtatga actggtetaa agactgttag tggggtgtta gttgattttt eetggtatae 844 
tgtttettgg ctgacactae tggteaagta agaaatttgt aaataaattt cttttggttc 904 
ttattaamaa aaaaaas 921 

<210> 328 

<211> 1344 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 404. .586 



<220> 

<221> sig_peptide 

<222> 404 . .466 

<223> Von Heijne matrix 

score 4.09999990463257 
seq SLMFFSMMATCTS/NV 

<220> 

<221> polyA_signal 
<222> 1304. .1309 

<220> 

<221> polyA_site 
<222> 1334 . . 1344 



<220> 
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<221> misc_f eature 
<222> 211,213,232 
<223> n=a, g, c or t 



<400> 328 

ataatttaat gcaaaatatc cttttatgaa tttcatgtta atattgtgaa atattaaaat 60 

aattccacaa tagttgagaa aaatgagcat ttttttccat ttttaaaaaa tgcatagaaa 120 

agacaatttt aaaatcctgg gamccawatt tatttagaag tagctgttag taaaacatta 180 

gaaaaggagt caggccatba ggttatttat nbnaatctct aagcaattag gntgaagtta 240 

ttaagtcaag cctagaaaag ctgcctcctt gtaaggcttt catgacaatg tatagtaatc 300 

brcagtgtcc aattcttcgc actcctcagg aatatcacta cctcaggtta cggtacacag 360 

gctataattg atgatgatgt tcagataact gaagacacaa taa atg aca ttc aga 415 

Met Thr Phe Arg 
-20 

cat cag gac aat tec etc atg ttc ttt tct atg atg gcc acc tgt acc 463 
His Gin Asp Asn Ser Leu Met Phe Phe Ser Met Met Ala Thr Cys Thr 

-15 -10 -5 

age aac gtg ggt ttc acc cac aca aeg atg aac tgt tct ctt act tct 511 
Ser Asn Val Gly Phe Thr His Thr Thr Met Asn Cys Ser Leu Thr Ser 

15 10 15 

cca gtt gat ttt aaa gac ttg tta aga gtc tta eta ata aaa ttt ggg 559 
Pro Val Asp Phe Lys Asp Leu Leu Arg Val Leu Leu lie Lys Phe Gly 

20 25 30 

tat gat aga aaa tec aca ate aaa tct tgaaccaaat aacatattaa 606 
Tyr Asp Arg Lys Ser Thr lie Lys Ser 

35 40 

attactaata tttaagtgat ggaagacaca caaaaaaett aaaageaega aeaaectaac 666 

ttgaaaaara attttaaaat atgattaace tgaaraaaar araatectaa ragceaaage 726 

tectttttat ttagettgga attttcctat tggttcctaa caaaetgtec caatgteata 786 

taaggaaaea tgatctatta cattccttta taacaaegtg gararaetat aaacctatgt 846 

aagtagtaaa actatatcag adacteagga raetgaetww aaggcctgga tctgcagtgt 906 

attatetgta taaaaattgg cagggggaag etaaaaggaa aggagattgg agatetcaat 966 

tetateatgg tgtatttcat aegcaaatea rageatgeat tgttttttgt ttttggaaar 1026 

avaarggaag tgtgttctgc cccatgttte ctteegtgtt tatagttcaa actetatata 1086 

tactteaggt attttttgtt tagceettea ttataaatgg gcaggaaatt gtttatcaac 1146 

ctagecagtt tattactagt gaeettgact teagtatctt gagcattett ttatattttt 1206 

ettttattat cctgagtctg taactaaaea attttgtett eaaattttta tecaatatcc 1266 

attgeaeeac accaaatcaa gettettgat tttcaaaaat aaaaaggggg aaatacttae 1326 

aaettgtaaa aaaaaaaa 1344 



<210> 329 

<211> 585 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 331. .432 



<220> 

<221> sig_peptide 
<222> 331. .387 
<223> Von Heijne matrix 
score 7 

seq AGLSSCLLPLCWL/ER 



<220> 
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<221> polyA_signal 
<222> 548. .553 

<220> 

<221> polyA_site 
<222> 573. .585 

<400> 329 

aagcctaggt gtggcgcccc gaccggactt tcacttctgg ccagcccttt ccccacctgg 60 

gcgcgggass ggtgccagtc tttaaacaac ctctcgatgg gtcccacgaa gatgtttcca 120 

gacccttgga atgccaagtt caagtttagc tatgtctcgc ggagaggccg gtggaagaag 180 

caacgagaat gaagcacccc agttctctgc tgagcacatg ggcatctgca ataaagattt 240 

aatttcccag cttctcctga agctcggtat ggccacaaca ctaaattctg cccgaggaga 3 00 

ttgagcaaaa tagtatggga cttccaagaa atg ttt tta aag tea ggg gca ggc 354 

Met Phe Leu Lys Ser Gly Ala Gly 
-15 

ctt tct tea tgc ctt ctt cct ctt tgc tgg ctg gaa cgc aaa gac cat 4 02 
Leu Ser Ser Cys Leu Leu Pro Leu Cys Trp Leu Glu Arg Lys Asp His 

-10 -5 1 5 

ggc agg agg cca age asc eat cct gga agg tgaaagectc ataetaagga 452 
Gly Arg Arg Pro Ser Xaa His Pro Gly Arg 

10 15 

cgtcaracag cgaaataara reetgggtcc ttgaccctgt aaasatctcc ctccceatee 512 

tggtetgtet gcettgactc cttteatatg aaaaaaataa aettttaaet tgegtwaaec 572 

aaaaaaaaaa aaa 585 

<210> 330 
<211> 914 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 59. .703 

<220> 

<221> sigj)eptide 

<222> 59. .220 

<223> Von Heijne matrix 

score 5.09999990463257 

seq FLLSQMSQHQVHA/VQ 

<220> 

<221> polyA_signal 
<222> 886. .891 

<220> 

<221> polyA_site 
<222> 903 . . 914 

<400> 330 

acaaatatca atgatgttta tgaatctagt gtgaaagtkt taateaeate aeaaggct 58 
atg aac rra tat gca agt cca ttc aac tgw caa ttg ard tat ttg gak 106 
Met Asn Xaa Tyr Ala Ser Pro Phe Asn Xaa Gin Leu Xaa Tyr Leu Xaa 

-50 -45 -40 

ttg age agr ttc gag tgt gtr cat aga gat gga aga gta att aca ctg 154 
Leu Ser Arg Phe Glu Cys Val His Arg Asp Gly Arg Val lie Thr Leu 



270 



-35 -30 -25 

tct tat cag gag cag gag eta cag gat ttt ctt ctg tct cag atg tea 2 02 

Ser Tyr Gin Glu Gin Glu Leu Gin Asp Phe Leu Leu Ser Gin Met Ser 

-20 -15 -10 

cag cac cag gta cat gca gtt cag caa etc gcc aag gtt atg ggc tgg 250 
Gin His Gin Val His Ala Val Gin Gin Leu Ala Lys Val Met Gly Trp 

-5 15 10 

caa gta ctg age ttc agt aat cat gtg gga ctt gga cct ata gag age 298 
Gin Val Leu Ser Phe Ser Asn His Val Gly Leu Gly Pro lie Glu Ser 

15 20 25 

abt ggt aat gca tct gcc ate aeg gtg gee ccc caa gtg gtg act atg 346 
Xaa Gly Asn Ala Ser Ala He Thr Val Ala Pro Gin Val Val Thr Met 

30 35 40 

eta ttt cag ttc gta atg gac ctg aaa gtg gca gca aga tta tgg ttc 3 94 

Leu Phe Gin Phe Val Met Asp Leu Lys Val Ala Ala Arg Leu Trp Phe 

45 50 55 

agt ttc etc gta aec aat gta aar ace ttc caa aaa gtg atg ttt tac 442 
Ser Phe Leu Val Thr Asn Val Lys Thr Phe Gin Lys Val Met Phe Tyr 

60 65 70 

aar ata aca aat gga gte ate ttc gtg ggc eat tea aar aag ttc agt 4 90 

Lys He Thr Asn Gly Val He Phe Val Gly His Ser Lys Lys Phe Ser 
75 80 85 90 

gga ata aaa tgg aag gte kaa att ttg ttt ata aaa tgg arm tge tta 538 
Gly lie Lys Trp Lys Val Xaa lie Leu Phe lie Lys Trp Xaa Cys Leu 

95 100 105 

tgt ctg cac tta gcc ctt gte tac tat gat ttt ttc car atg ttt cct 586 
Cys Leu His Leu Ala Leu Val Tyr Tyr Asp Phe Phe Gin Met Phe Pro 

110 115 120 

aaa raa gtt tec ara aac ttt gac ttg aaa tgt ttg car ate aac tat 634 
Lys Xaa Val Ser Xaa Asn Phe Asp Leu Lys Cys Leu Gin lie Asn Tyr 

125 130 135 

aag cac aaa gaa gar ata act tee aaa aga gtg ctg ttt tta aaa ata 6 82 

Lys His Lys Glu Glu lie Thr Ser Lys Arg Val Leu Phe Leu Lys He 

140 145 150 

ata att agg aaa tgt ttt att tageacttte aaacttttea ctttataaat 733 
He He Arg Lys Cys Phe He 
155 160 

gacaagtgct ttgaaatgea gaagtttatg tacagttgta tatacagtat gaeaagatgt 793 
aaaataatat gtttttcatg eagtttaaaa tattactaae ttaagggttt ctatgtgctt 853 
tttaaaatat tccttctttg atgttgacat caaataaagt atgtggttta aaaaaaaaaa 913 
a 914 



<210> 331 

<211> 1161 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 672. .752 



<220> 

<221> sig_peptide 

<222> 672 . . 722 

<223> Von Heijne matrix 

score 4.30000019073486 
seq LLYAHLSFTSKRA/W 
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<220> 

<221> polyA_site 
<222> 1150. .1161 

<400> 331 

aagatatcac tgtcttgttt tcacttagat cctacttaca aagtgagggt tattaacaga 60 

ataaagcctt cctttaaagc tttataataa tcatatttat taataatgct gttgtgcata 120 

cttatagtat gcatatattc agcatatgtt gcatgtsttc agaattacat aagatgaaat 180 

ccctttcatt gcaacttgca agtgagaaaa gatccttagt ggctctggtg gaagaaatag 240 

tatttcttct tctcagggtg tctccctgcc ttggcccctc ccagaagccc cggctttaaa 3 00 

agtgaaaatg tttgaaacat gaaacatgtc tgtaggaagc atcagcatgg ccataagtgc 360 

artgattttc atatatgcct ctgcccattt caaatatatt tttgacatga ataaatctaa 420 

cagtatacar aataattcat gtaaraccct aacgtgtaca tgtgaaaaag catttctata 480 

taatgtgagg agcactggcc atcaattagg gaaataaagg tcatgtaata ttgcaaattt 540 

tcaaaataga gcsstgcaag ataactgcaa tcataccaaa aactatttga gtaaatggat 600 

ttttaaagta atttttgttt aaaaaaattt atatttcaga agsagaaaat gtcaaatgat 660 

agtctttgta a atg gtg gtg cac ctt etc tat gca cat ctg tot ttt aca 710 
Met Val Val His Leu Leu Tyr Ala His Leu Ser Phe Thr 
-15 -10 -5 

tea aaa aga get gtg gtc atg eta aaa tta gag ata act ttt 752 
Ser Lys Arg Ala Val Val Met Leu Lys Leu Glu lie Thr Phe 

15 10 

tgaatgaett ggtcaagctg tgtgtaaaat atttaaccat aagtcaagta cagtgtaeta 812 

tgtttaataa agttaeattt aatgcattta ttgcatatat gaatatatae atgaagaggc 872 

tttatgtctt ctggtatttg attttgaatg ttttttaagt eagtggtgcc tttaggcaag 932 

aaetttegaa attaatcatt ctttgtgttt tetgattttt eaggtaaeat gtaeaetatt 992 

tagaaaccat catagtttat tcaccttaaa aaattgattg tattatttaa atatatcact 1052 

tagatgggca tttcctataa ttaggatatt ceaaatagtt gctgaaatea attgtgeeat 1112 

tgaceaatgg atgcaettgg ttagccttaa ttttttyaaa aaaaaaaaa 1161 

<210> 332 
<211> 363 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57. .311 

<220> 

<221> sig_peptide 

<222> 57. . 128 

<223> Von Heijne matrix 

score 5.30000019073486 

seq LFHLLFLPHYIET/FK 

<220> 

<221> polyA_signal 
<222> 332. .337 

<220> 

<221> polyA_site 
<222> 351. .363 

<400> 332 

acatttctta ctgccttacg ctcatcctga ggtccacctt ggtctctaaa aacacc atg 59 



272 



Met 



tgt 


tet 


eat 


gee 


tee 


atg 


tet 
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eae 


aea 
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tte 
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ttg 
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Cys 
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Ser 
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His 
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Phe 


His 


Leu 


Leu 


Phe 










-20 
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-10 
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eag 
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cat 


tgc 


ttc 


155 


Leu 


Pro 


His 
-5 


Tyr 


He 


Glu 


Thr 


Phe 
1 


Lys 


Pro 


Gin 


Ser 
5 


Lys 


His 
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Phe 
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cag 
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He 
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Ala 
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Leu 


Leu 


Thr 
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Gin 


Ser 


Leu 




10 










15 










20 










25 




cag 
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tet 


tta 


tgt 


gea 


ctt 


ega 


tee 


eag 


eat 


ttt 


eea 


251 


Gin 


Gly 


Phe 


His 


Ser 


Ser 


Leu 


Cys 


Ala 


Leu 
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Ser 


Gin 


His 


Phe 


Pro 












30 










35 










40 






teg 
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tgt 
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tgt 
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gee 


ttg 


drd 
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Cys 
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He 


Ala 
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Xaa 
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45 










50 










55 









tgg gac aac ctt tgattactca ttatatcete aataaatatt tgttgaacca 351 
Trp Asp Asn Leu 
60 

aaaaaaaaaa aa 363 



<210> 333 
<211> 645 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 80. .232 

<220> 

<221> sig_peptide 

<222> 80. .127 

<223> Von Heijne matrix 

score 3.70000004768372 

seq lALTLIPSMLSRA/AG 

<220> 

<221> polyA_signal 
<222> 617. .622 

<220> 

<221> polyA_site 
<222> 634. .645 

<400> 333 

acettcttgt tatttatget attetctttg tggctccatt ettctttcaa tettctcage 60 
ttataaccgt cttteeett atg eta agg ata gee ctt aea etc ate eea tet 112 

Met Leu Arg He Ala Leu Thr Leu He Pro Ser 
-15 -10 
atg etg tea agg get get ggt tgg tgc tgg tae aag gag cee aet eag 160 
Met Leu Ser Arg Ala Ala Gly Trp Cys Trp Tyr Lys Glu Pro Thr Gin 
-5 15 10 

eag ttt tet tae ctt tgc etg cee tgc ctt tea tgg aat aar aaa gge 208 
Gin Phe Ser Tyr Leu Cys Leu Pro Cys Leu Ser Trp Asn Lys Lys Gly 

15 20 25 

aac gtt ttg eag ctt eea aat tte tgaaraaact aatctearat tggeagttaa 262 
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Asn Val Leu Gin Leu Pro Asn Phe 

30 35 

agtcaaaatg ttgccaaata tttattcctt ttgcctaakt ttggctaccc ggttcaattg 322 

ctttttattt ttaatgtctt gactcttcar agttcgtacc tcaaaaraac aatgaraaca 382 

tttgctttgc tttctgctga atccctaatc tcaacaatct atacctggac tgtccagttc 442 

tcctcctgtg ctatcttctc ttctatccaa gtaraatgta ygccaggarc tccttccctc 502 

tarcaatttc tactaaaatg tccaagtara atgtttcctt ttacaatcaa attactgtat 562 

ttattaattt gctaraatcc aktaaatcat tttggtagct ctggctgtgc tatcaataaa 622 

aagatgaaag caaaaaaaaa aaa 645 

<210> 334 
<211> 400 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 91. .291 

<220> 

<221> sig__peptide 

<222> 91. .219 

<223> Von Heijne matrix 

score 3.79999995231628 
seq LISVLYLIPKTLT/TN 



<220> 

<221> polyA_signal 
<222> 367. .372 



<220> 

<221> polyA_site 
<222> 389. .400 



<400> 334 

aacaaaagga gagttttata attcacttta aaaggagatt tgatggtaaa gtttaaagat 60 
taaaatattt tgttcttcaa ttacagagcg atg acc cca cag tat ctg cct cac 114 

Met Thr Pro Gin Tyr Leu Pro His 
-40 
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-5 
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cat 


tct 
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caa 
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aat 


tgt 
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Thr 
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Thr 


Thr 
1 
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Thr 
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5 
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His 


Ser 


He 


Gin 
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atg 
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taaatatcaa agaaaaaaga 


311 


Met 
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Leu 


Val 


Leu 


Gly 


Lys 


Leu 


Leu 


Ser 


Gin 















15 20 
ttaagggtct ctttgccatg cttttcatca tatgcaccaa atgtaaattt tgtacaataa 371 
aattttattt cctaagyaaa aaaaaaaaa 400 



<210> 335 
<211> 496 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 196. .384 



<220> 

<221> sig_j)eptide 

<222> 196. .240 

<223> Von Heijne matrix 

score 6.69999980926514 
seq ILSTVTALTFARA/LD 



<220> 

<221> polyA_signal 
<222> 461. .466 



<220> 

<221> polyA_site 
<222> 485. .496 



<400> 335 

aaaaaattgg tcccagtttt caccctgccg cagggctggc tggggagggc agcggtttag 6 0 

attagccgtg gcctaggccg tttaacgggg tgacacgagc htgcagggcc gagtccaagg 120 
cccggagata ggaccaaccg tcaggaatgc gaggaatgtt tttcttcgga ctctatcgag 180 
gcacacagac agacc atg ggg att ctg tct aca gtg aca gcc tta aca ttt 231 
Met Gly lie Leu Ser Thr Val Thr Ala Leu Thr Phe 
-15 -10 -5 

gcc aga gcc ctg gac ggc tgc aga aat ggc att gcc cac cct gca agt 2 79 

Ala Arg Ala Leu Asp Gly Cys Arg Asn Gly lie Ala His Pro Ala Ser 

15 10 
gag aag cac aga etc gag aaa tgt agg gaa etc gag age age cac teg 327 
Glu Lys His Arg Leu Glu Lys Cys Arg Glu Leu Glu Ser Ser His Ser 

15 20 25 

gcc cea gga tea ace cag cac cga aga aaa aca aec aga aga aat tat 375 
Ala Pro Gly Ser Thr Gin His Arg Arg Lys Thr Thr Arg Arg Asn Tyr 
30 35 40 45 

tct tea gcc tgaaatgaak ccgggatcaa atggttgetg atcaragccc 424 
Ser Ser Ala 

atatttaaat tggaaaagtc aaattgasca ttattaaata aagcttgttt aatatgtctc 484 
aaacaaaaaa aa 496 



<210> 336 
<211> 968 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 54. .590 



<220> 

<221> sig_peptide 
<222> 54. .227 
<223> Von Heijne matrix 
score 3 . 5 

seq GGILMGSFQGTIA/GQ 



275 



<220> 

<221> polyA_site 
<222> 955. .965 



<220> 

<221> misc_feature 
<222> 391 

<223> n=a, g, c or t 
<400> 336 

atatttgccc cttactttat cttgtgcctt gagaaattgc tggggagaga ggt atg 56 

Met 

tec act ggg cag ctg tac agg atg gag gat ata ggg cgt ttc cac tec 104 
Ser Thr Gly Gin Leu Tyr Arg Met Glu Asp lie Gly Arg Phe His Ser 

-55 -50 -45 

cag cag cca ggt tec etc acc cea age tea ecc act gtt ggg gag att 152 
Gin Gin Pro Gly Ser Leu Thr Pro Ser Ser Pro Thr Val Gly Glu lie 

-40 -35 -30 

ate tac aat aac acc aga aac aca ttg ggg tgg att ggg ggt ate ett 200 
lie Tyr Asn Asn Thr Arg Asn Thr Leu Gly Trp lie Gly Gly lie Leu 
-25 -20 -15 -10 

atg ggt tet ttt cag gga acc att get gga caa ggc aca gga gee acc 248 
Met Gly Ser Phe Gin Gly Thr lie Ala Gly Gin Gly Thr Gly Ala Thr 

-5 15 
tec att tet gag etc tgc aag gga caa gaa eta gag cea tea ggg get 2 96 

Ser lie Ser Glu Leu Cys Lys Gly Gin Glu Leu Glu Pro Ser Gly Ala 

10 15 20 

999 etc act gtg gee cca ecc caa gee gte age etc cag ggw ate tac 344 
Gly Leu Thr Val Ala Pro Pro Gin Ala Val Ser Leu Gin Gly lie Tyr 

25 30 35 

acc ctg eet tgg ctg eta cag ett ttt cac tec act gee eta rgg gna 392 
Thr Leu Pro Trp Leu Leu Gin Leu Phe His Ser Thr Ala Leu Xaa Xaa 
40 45 50 55 

dtt cag caa eet aat gga tet eta tet ctg aac ate tet tea tee cat 44 0 

Xaa Gin Gin Pro Asn Gly Ser Leu Ser Leu Asn lie Ser Ser Ser His 

60 65 70 

get eer rgt cca rea acc tgc acc ctg gaa cea gga gtg gac eet acc 488 
Ala Pro Xaa Pro Xaa Thr Cys Thr Leu Glu Pro Gly Val Asp Pro Thr 

75 80 85 

cga set gte tgt att aat ecc cat ecc cca cca cca ate tta aaa abc 536 
Arg Xaa Val Cys lie Asn Pro His Pro Pro Pro Pro lie Leu Lys Xaa 

90 95 100 

eet ctg tec ecc tac eet aaa ecc cag tta ggt acc eat get ggg caa 584 
Pro Leu Ser Pro Tyr Pro Lys Pro Gin Leu Gly Thr His Ala Gly Gin 

105 110 115 

gte aat taacaattta tgcacaggta etagttttat tgtattaccg ttccagggta 64 0 

Val Asn 
120 

getttgaaaa aagtatctca aaaaggeaac atgggecgag cgcagtggct cacgectgta 700 
ateccagcac tttgggaggc caaggtgggc agategeetg aggtctggag ttcaagacca 760 
gcctggccaa cagggtgaaa ccccgtctct acaaaaatar gaaaattrgc eaggtgtggt 820 
ggcagacgtc tgtrgtecca gctattcagg agactgagge acgagaatte catgaaccea 88 0 
ggatgeggag gttgcagtga gecgagattg tgceaetgcg ctecagcetg ggcgaeagag 940 
tggtattctg ttteaaaaaa aaaaamcm 968 

<210> 337 
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<211> 901 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 133. .846 



<220> 

<221> sigj>eptide 

<222> 133. .345 

<223> Von Heijne matrix 

score 9.39999961853027 
seq WSFLLLLAGLIA/TY 



<220> 

<221> polyA_site 
<222> 890. .901 



<220> 

<221> misc_feature 

<222> 72. .73,138. .140 

<223> n=a, g, c or t 



<400> 337 

aagcagcttc caggatcctg agatccggag cagccggggt cggagcggct cctcaagagt 6 0 

tactgatcta tnnatggcag agaaaaaaaa attgtgacca gagacgtgta gcaatgaaca 12 0 
aggaacrtca ta atg rwn nnk ttc aca gac ccc tct tea gtg aat gaa aag 171 
Met Xaa Xaa Phe Thr Asp Pro Ser Ser Val Asn Glu Lys 
-70 -65 -60 

aag agg agg gag egg gaa gaa agg cag aat att gtc ctg tgg aga cag 219 
Lys Arg Arg Glu Arg Glu Glu Arg Gin Asn lie Val Leu Trp Arg Gin 

-55 -50 -45 

ccg ete att acc ttg cag tat ttt tct ctg gaa ate ett gta ate ttg 267 
Pro Leu lie Thr Leu Gin Tyr Phe Ser Leu Glu lie Leu Val lie Leu 

-40 -35 -30 

aag gaa tgg acc tea aaa tta tgg cat cgt eaa age att gtg gtg tct 315 
Lys Glu Trp Thr Ser Lys Leu Trp His Arg Gin Ser lie Val Val Ser 

-25 -20 -15 

ttt tta ctg ctg ett get ggg ctt ata get aeg tat tat gtt gaa gga 363 
Phe Leu Leu Leu Leu Ala Gly Leu lie Ala Thr Tyr Tyr Val Glu Gly 
-10 -5 15 

gtg eat eaa cag tat gtg eaa cgt ata gag aaa cag ttt ett ttg tat 411 
Val His Gin Gin Tyr Val Gin Arg lie Glu Lys Gin Phe Leu Leu Tyr 

10 15 20 

gee tae tgg ata ggc tta gga att ttg tct tct gtt ggg ctt gga aca 459 
Ala Tyr Trp lie Gly Leu Gly lie Leu Ser Ser Val Gly Leu Gly Thr 

25 30 35 

999 ctg eae acc ttt ctg ett tat ctg ggt eea eat ata gee tea gtt 507 
Gly Leu His Thr Phe Leu Leu Tyr Leu Gly Pro His lie Ala Ser Val 

40 45 50 

aca tta get get tat gaa tgc aat tea gtt aat ttt cee gaa eea ece 555 
Thr Leu Ala Ala Tyr Glu Cys Asn Ser Val Asn Phe Pro Glu Pro Pro 
55 60 65 70 

tat ect gat cag att att tgt eea gat gaa gag ggc act gaa gga acc 603 
Tyr Pro Asp Gin lie lie Cys Pro Asp Glu Glu Gly Thr Glu Gly Thr 
75 80 85 



277 



att tct ttg tgg agt ate ate tea aaa gtt agg att gaa gee tge atg 651 
lie Ser Leu Trp Ser lie lie Ser Lys Val Arg lie Glu Ala Cys Met 

90 95 100 

tgg ggt ate ggt aea gca ate gga gag etg act cea tat ttc atg gee 699 
Trp Gly lie Gly Thr Ala lie Gly Glu Leu Pro Pro Tyr Phe Met Ala 

105 110 115 

aga gea get ege ete tea ggt get gaa eea gat gat gaa gag tat eag 747 
Arg Ala Ala Arg Leu Ser Gly Ala Glu Pro Asp Asp Glu Glu Tyr Gin 

120 125 130 

gaa ttt gaa gag atg etg gaa eat gca gag tct gca eaa gta aga aea 795 
Glu Phe Glu Glu Met Leu Glu His Ala Glu Ser Ala Gin Val Arg Thr 
135 140 145 150 

9tg ggg ata gaa aat aga aea ett tae tte ttc eta aag agg eta tta 843 
Val Gly He Glu Asn Arg Thr Leu Tyr Phe Phe Leu Lys Arg Leu Leu 

155 160 165 

agg taaaattgtt agtagttact ctgaagaaga aaactgetaa agtaaaaaaa aaaaa 901 
Arg 



<210> 338 

<211> 1347 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 138. .671 



<220> 

<221> sigjjeptide 
<222> 138 . .248 
<223> Von Heijne matrix 
score 3 . 5 

seq LVFNFLLILTILT/IW 



<220> 

<221> polyA_signal 
<222> 1319. .1324 



<220> 

<221> polyA_site 
<222> 1338 . . 1347 



<400> 338 

aagaatgctt gtgaagtage aactaaagtg geagtgttte ttctgaaatt cteaggcagt 60 

cagactgtct taggcaaate ttgataaaat ageecttate caggttttta tctaaggaat 12 0 

cecaagaaga ctgggga atg gag aga eag tea agg gtt atg tea gaa aag 170 

Met Glu Arg Gin Ser Arg Val Met Ser Glu Lys 

















-35 










-30 








gat 


gag 


tat 


eag 


ttt 


eaa 


eat 


eag 


gga 


geg 


gtg 


gag 


etg 


ett 


gte 


ttc 


Asp 


Glu 


Tyr 


Gin 


Phe 


Gin 


His 


Gin Gly 


Ala 


Val 


Glu 


Leu 


Leu 


Val 


Phe 




-25 










-20 










-15 










aat 


ttt 


ttg 


etc 


ate 


ett 


ace 


att 


ttg 


aea 


ate 


tgg 


tta 


ttt 


aaa 


aat 


Asn 


Phe 


Leu 


Leu 


lie 


Leu 


Thr 


He 


Leu 


Thr 


He 


Trp 


Leu 


Phe 


Lys 


Asn 
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1 
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eat 
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gga 


gca 


atg 


gtg 


tat 


ggc 


His 
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Phe 
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Phe 


Leu 


His 
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Thr 


Gly Gly Ala 


Met 


Val 


Tyr 


Gly 



10 15 20 
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ctt aya atg gga eta att 
Leu Xaa Met Gly Leu lie 
25 

gaa agt ggr ret gtc tat 
Glu Ser Gly Xaa Val Tyr 
40 

act ctg ctg gtt aat ate 
Thr Leu Leu Val Asn lie 
55 60 
aga gaa ata agt cag cac 
Arg Glu lie Ser Gin His 
75 

ctt gaa aag atg aca ttt 
Leu Glu Lys Met Thr Phe 
90 

cca cca att ata ttt cat 
Pro Pro lie lie Phe His 
105 

ttt caa aac tta gga tct 
Phe Gin Asn Leu Gly Ser 
120 

ate tee tge ate gtc ata 
He Ser Cys He Val He 
135 140 

ggetgtgggg teygtgatct gtgtgaggga tetaacaett ceaggattct tgctggckgg 761 
gaaaattgtc ttttttttar tawatcacaw atttgtatgt tttttewgae ttaattccac 821 
ggcttckgam aaataeaagg cttcaaatea aagcaaacta waggattget ggactttctc 881 
tgtgagttet ggacttctga cttagggaat gtggateact tgccttgagt tatgtgaagc 941 
gcattgeatt cttcttttag tttgagtaat scegatatgc teactgeatt cttttttgte 1001 
ttgtattgag agaccttacc tgtatttggc aggagtgcaa aagtaaetat atgccaagag 1061 
ttttctttet aaaggaaagt ttaeaagaca gcagtctgaa aeagatatgt ecaaatatea 1121 
acagagttgc ttaatacagg gatagctttt cagttaatac cctgtagaat geagactett 1181 
tttttcattg tattttcttg attatgetac tgagccctaa gteacacgtt atatactetg 1241 
gettgeaget catcataaag taaaatgtgg taceaaatgg tgaaggcaat ccagectetg 1301 
ataateccgt ccaataeatt aaagetecac tgcaggaaaa aaaaaa 1347 

<210> 339 
<211> 987 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 124 . .411 

<220> 

<221> sig_peptide 

<222> 124. .186 

<223> Von Heijne matrix 

score 6.30000019073486 

seq MVALCCCLWKISG/CE 

<220> 

<221> polyA_signal 
<222> 948 . . 953 

<220> 



tta csa tat get aca gca cea act gat att 362 
Leu Xaa Tyr Ala Thr Ala Pro Thr Asp lie 

30 35 
gae tgt gta aaa eta act ttc agt cca tea 410 
Asp Cys Val Lys Leu Thr Phe Ser Pro Ser 
45 50 

act gae caa gtt tat gar tat aaa tac aar 458 
Thr Asp Gin Val Tyr Glu Tyr Lys Tyr Lys 

65 70 
ame ate aat cet cat cam gga aat get ata 506 
Xaa He Asn Pro His Xaa Gly Asn Ala He 

80 85 
gat cca raa ate ttc ttc aat gtt tta ctg 554 
Asp Pro Xaa He Phe Phe Asn Val Leu Leu 

95 100 
gca gga tat agt eta aag aag aga cac ttt 602 
Ala Gly Tyr Ser Leu Lys Lys Arg His Phe 

110 115 
att tta acg tat gee ttc ttg gga act gee 650 
He Leu Thr Tyr Ala Phe Leu Gly Thr Ala 
125 130 

ggg taagtgacat teggagetca agttgeaggt 701 
Gly 
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<221> polyA_site 
<222> 971. .983 



<400> 339 

aagacgctgc ctttagggag agataaaaag cataatgaca ttagctagga aagttaattt 60 
tcagttctta ctgaagtgct gtatgaaact gaaatttcca aggaactgaa ttttgtgagc 120 
caa atg age atg caa ttc ttg ttt aag atg gtg gcc tta tgc tgt tgt 168 

Met Ser Met Gin Phe Leu Phe Lys Met Val Ala Leu Cys Cys Cys 
-20 -15 -10 

etc tgg aag ate tee gge tgt gag gaa gtc ect eta aet tae aac ctg 216 
Leu Trp Lys lie Ser Gly Cys Glu Glu Val Pro Leu Thr Tyr Asn Leu 

-5 15 10 

ete aag tge ete eta gat aaa gcg eac tgt gta etc ctg aca ect tgt 264 
Leu Lys Cys Leu Leu Asp Lys Ala His Cys Val Leu Leu Thr Pro Cys 

15 20 25 

ggt tae ate ttt tec ttg ate agt cea gaa att etc aaa ete act tta 312 
Gly Tyr lie Phe Ser Leu lie Ser Pro Glu lie Leu Lys Leu Thr Leu 

30 35 40 

ate aet ttg eav ate ete tta ata ete aaa aat eta eae tta ctg tgg 360 
lie Thr Leu Xaa lie Leu Leu lie Leu Lys Asn Leu His Leu Leu Trp 

45 50 55 

ctg aca gtt tea age awa tgt gtt cat ege agt agt gea aga aaa gaa 4 08 

Leu Thr Val Ser Ser Xaa Cys Val His Arg Ser Ser Ala Arg Lys Glu 

60 65 70 

aag tagaagaace etgcagagat ttgatggaac ceagettcta ttcattaaaa 461 
Lys 
75 

ccaatggeaa aatataaage aaataggagg tgaegaaggt tacaaaaata egtattgttt 521 
atgttttcee tggggtgtgc tgattgteag geatcagtte cetgtgccat teattcecea 581 
acaeageatg eatcagaaat tttatcaata aatgetttet etctcaatgt tcaaeetatg 641 
etgatagacc attaaataca gtttttgggt teaeagettg teatcateat ttgtctatac 701 
ctgtggeaaa gaatatetaa taagatacte teageatttt gcacaettaa actaagatgc 761 
tgaatgetgt attttaegga ataatcagee aeattaaatt tggagaetea aeaagcatgc 821 
tgtgaacatt caacattagg tttaaatttt atttttaaaa gttaataata aaaggatata 881 
tgttaagtat tatgaaaeec tgcatatact gtaataaaat ggtggatgtg aatggacaat 941 
atatgcaata aaatttataa tttgatteya aaaaaaaaaa aameev 987 



<210> 340 

<211> 748 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 372 . .494 



<220> 

<221> sigj)eptide 

<222> 372 . .443 

<223> Von Heijne matrix 

score 5.30000019073486 
seq RILLLHFYCLLRS/SE 



<220> 

<221> polyA_signal 
<222> 708 . . 713 
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<220> 

<221> polyA_site 
<222> 732. .745 



<400> 340 

acatgaaatg tgcttggtct gtgatctctt ggtcagatat ctgccttcca ggcgatcctt 60 

tgaggttgtg taattcagct ggccctggct cctggtccct gttactgagc tgggcagtcg 120 

aaccgaaggc agatgagctc aagatcatgc cttgggaagc atggtgctct aggggtgcct 180 

ttttattcct ttcattgtat tatagactgt ttccaagttt atggttagaa atggtaaagt 240 

gg^tctggtg ttttgaggta gaacccagcc tagggcaaga tatgaactgt tcttgaggta 3 00 

gaaatgtcta cagtcagttg tttcatctag cttgcatctt aaaacacaaa cccttcagtt 360 

gctttcactt a atg cac aca ttt gcc aat gac aga ggg tta tac agg ate 410 
Met His Thr Phe Ala Asn Asp Arg Gly Leu Tyr Arg lie 
-20 -15 

ctt ctt tta cat ttc tat tgt ctg eta cgc tea tea gag tat att ttg 458 
Leu Leu Leu His Phe Tyr Cys Leu Leu Arg Ser Ser Glu Tyr lie Leu 

-10 -5 15 

ggg tae aag gtt ttg ggg gtt ttt tty eee att ttg taaetgeett 504 
Gly Tyr Lys Val Leu Gly Val Phe Phe Pro lie Leu 

10 15 

attgaaaadt aaktgceett ccattccagg eetceteata ttgtaettgt ttcctgccaa 564 

atetggggga tcatttgtat tttaaetttg taatctatgg ctetgtaetg ttgaaagste 624 

teaattctgt ggggtctcet tagtatgtat gtgacttttc atgttgeaat ateaeaegat 684 

gggatggeee gaettttgct ettaataaat aatetgaatg agtaagaraa aaaaaaaaaa 744 

aeee 748 

<210> 341 
<211> 1106 
<212> DNA 

<213> Homo sapiens 

<220> 
.<221> CDS 
<222> 112 . .450 

<220> 

<221> sig_peptide 

<222> 112 . . 192 

<223> Von Heijne matrix 

seore 7.19999980926514 

seq SLLFFLLLEGGXT/EQ 

<220> 

<221> polyA_signal 
<222> 1053. .1058 

<220> 

<221> polyA_site 
<222> 1095. .1106 

<220> 

<221> mise_feature 
<222> 73. .76,204 
<223> n=a, g, c or t 

<400> 341 

aagaeetegg aacgagageg ececggggag etcggagcgc gtgcacgegt ggcavaegga 60 
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gaaggcvakk rcnnnnrctt gaaggttctg tcaccttttg cagtggtcca a atg aga 117 

Met Arg 

raa aag tgg aaa atg gga ggc atg aaa tac ate ttt teg ttg ttg ttc 165 

Xaa Lys Trp Lys Met Gly Gly Met Lys Tyr lie Phe Ser Leu Leu Phe 

-25 -20 -15 -10 

ttt ctt ttg eta gaa gga ggc kaa aca gag caa gtr amn cat tea gag 213 

Phe Leu Leu Leu Glu Gly Gly Xaa Thr Glu Gin Val Xaa His Ser Glu 

-5 15 
aca tat tgc atg ttt eaa gae aag aag tac aga gtg ggt gag aga tgg 261 
Thr Tyr Cys Met Phe Gin Asp Lys Lys Tyr Arg Val Gly Glu Arg Trp 

10 15 20 

cat cct tac etg gaa ect tat ggg ttg gtt tac tgc gtg aac tgc ate 309 
His Pro Tyr Leu Glu Pro Tyr Gly Leu Val Tyr Cys Val Asn Cys lie 

25 30 35 

tgc tea gag aat ggg aat gtg ctt tgc age ega gtc aga tgt cca aat 3 57 

Cys Ser Glu Asn Gly Asn Val Leu Cys Ser Arg Val Arg Cys Pro Asn 
40 45 50 55 

gtt eat tgc ctt tct cct gtg cat att cct eat etg tgc tgc cct cge 4 05 

Val His Cys Leu Ser Pro Val His lie Pro His Leu Cys Cys Pro Arg 

60 65 70 

tgc eea gaa gae tec tta eec cca gtg aac aat rwg gtg acc age 450 
Cys Pro Glu Asp Ser Leu Pro Pro Val Asn Asn Xaa Val Thr Ser 

75 80 85 

tagtettgek agtacaatgg gaeaacttae caacatggas agctgttegt agetgrrggg 510 
etctttcaga atcggeaaee ematcaatgc acccagtgea getgttcgga rggaaaektg 570 
tattgtggtc teaagacttg ccccaaatta aeetgtgcet teceagtetc tgttcearat 630 
tcctgetgcc gggtwtgeag argagatgga caactgtcat gggaaemtte tgatggtaat 690 
atcttccggc aaeetgceaa cagagaagea agaeattett aceaccgetc teactatgat 750 
cctccaccaa gccgaeagge tggaggtetg tcccgcttte etggggceag aagteaeegg 810 
ggagctctta tggattccca gcaagcatea ggaaeeattg tgeaaattgt catcaataac 870 
aaacacaage atggacaagt gtgtgtttec aatggaaaga ectattctca tggcgagtcc 930 
tggcacceaa acctceggge atttggcatt gtggagtgtg tgetatgtae ttgtaatgtc 990 
aceaageaag agtgtaagaa aateeactge eccaatcgat acccctgeaa gtatcctcaa 1050 
aaaatagacg gaaaatgctg caaggtgtgt ceaggtaaaa aageaaaaaa aaaaaa 1106 



<210> 342 

<211> 1191 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 117. .866 



<220> 

<221> sig_peptide 

<222> 117. .170 

<223> Von Heijne matrix 

score 10.6999998092651 
seq LILLALATGLVGG/ET 



<220> 

<221> polyA_signal 
<222> 1159. .1164 



<220> 

<221> polyA_site 
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<222> 1178. 



.1190 



<220> 

<221> misc_feature 
<222> 67 

<223> n=:a, g, c or t 



<400> 342 

aaaacccagc ctacctgctg tagctgccgc cactgccgtc tccgccgcca ctggwccccc 60 
agagcbnmag ccccagagcc taggaacctg gggcccgctc ctcccccctc caggcc atg 119 

Met 

agg att ctg cag tta ate ctg ctt get ctg gca aca ggg ctt gta ggg 167 
Arg lie Leu Gin Leu lie Leu Leu Ala Leu Ala Thr Gly Leu Val Gly 

-15 -10 -5 

gga gag acc agg ate ate aag ggg tte gag tge aag eet eae tee eag 215 
Gly Glu Thr Arg lie lie Lys Gly Phe Glu Cys Lys Pro His Ser Gin 

15 10 15 

eee tgg eag gca gee etg tte gag aag aeg egg eta ete tgt ggg gcg 263 
Pro Trp Gin Ala Ala Leu Phe Glu Lys Thr Arg Leu Leu Cys Gly Ala 

20 25 30 

acg cte ate gee eec aga tgg ete etg aea gca gee eae tge ete aag 311 
Thr Leu lie Ala Pro Arg Trp Leu Leu Thr Ala Ala His Cys Leu Lys 

35 40 45 

eec ege tae ata ktt cae etg ggg eag cac aac ete eag aag gag gag 3 59 

Pro Arg Tyr lie Xaa His Leu Gly Gin His Asn Leu Gin Lys Glu Glu 
50 55 60 

tgt gag car aee egg aea gee act gag tee tte eee eae eee ggc 4 07 

Gly Cys Glu Gin Thr Arg Thr Ala Thr Glu Ser Phe Pro His Pro Gly 

65 70 75 

tte aac aac age ete eec aac aaa gac cam mgc aat gae ate atg ctg 455 
Phe Asn Asn Ser Leu Pro Asn Lys Asp Xaa Xaa Asn Asp lie Met Leu 
80 85 90 95 

gtg aak atg gma teg eca gtc tee ate aee tgg get gtg cga ccc ete 503 
Val Xaa Met Xaa Ser Pro Val Ser lie Thr Trp Ala Val Arg Pro Leu 

100 105 110 

acc cte tee tea egc tgt gtc act get ggc acc age tge ete att tec 551 
Thr Leu Ser Ser Arg Cys Val Thr Ala Gly Thr Ser Cys Leu lie Ser 

115 120 125 

ggc tgg ggc age aeg tec age ccc eag tta ege ctg cct cac acc ttg 599 
Gly Trp Gly Ser Thr Ser Ser Pro Gin Leu Arg Leu Pro His Thr Leu 

130 135 140 

cga tge gee aac ate acc ate att gag cac cag aag tgt gag aac gee 647 
Arg Cys Ala Asn lie Thr lie lie Glu His Gin Lys Cys Glu Asn Ala 

145 150 155 

tae eec ggc aac ate aca gac acc atg gtg tgt gee age gtg cag gaa 695 
Tyr Pro Gly Asn lie Thr Asp Thr Met Val Cys Ala Ser Val Gin Glu 
160 165 170 175 

999 99<^ gac tee tge eag ggt gae tec ggg ggc eet etg gtc tgt 743 

Gly Gly Lys Asp Ser Cys Gin Gly Asp Ser Gly Gly Pro Leu Val Cys 

180 185 190 

aac cag tct ctt caa ggc att ate tec tgg ggc cag gat ceg tgt gcg 791 
Asn Gin Ser Leu Gin Gly lie lie Ser Trp Gly Gin Asp Pro Cys Ala 

195 200 205 

ate acc cga aag cct ggt gtc tae acg aaa gtc tge aaa tat gtg gac 839 
lie Thr Arg Lys Pro Gly Val Tyr Thr Lys Val Cys Lys Tyr Val Asp 

210 215 220 

tgg ate cag gag acg atg aag aae aat tagactggac ecacceacca 886 
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Trp lie Gin Glu Thr Met Lys Asn Asn 

225 230 

cagcccatca ccctccattt ccacttggtg tttggttcct gttcactctg ttaataagaa 946 

accctaagcc aagaccctct acgaacattc tttgggcctc ctggactaca ggagatgctg 1006 

tcacttaata atcaacctgg ggttcgaaat cagtgagacc tggattcaaa ttctgccttg 1066 

aaatattgtg actctgggaa tgacaacacc tggtttgttc tctgttgtat ccccagcccc 1126 

aaakwcagct cctggccata tatcaaggtt tcaataaata tttgctaaat gaawaaaaaa 1186 

aaaac 1191 



<210> 343 

<211> 1070 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 13 . .465 



<220> 

<221> sig_peptide 

<222> 13. .75 

<223> Von Heijne matrix 

score 3.90000009536743 
seq PVAVTAAVAPVLS/IN 



<220> 

<221> polyA_signal 
<222> 1035 . . 1040 



<220> 

<221> polyA_site 
<222> 1060. .1070 



<400> 343 

agagtcggga aa atg get gcg agt acc tec atg gtc ccg gtg get gtg acg 51 
Met Ala Ala Ser Thr Ser Met Val Pro Val Ala Val Thr 
-20 -15 -10 

gcg gca gtg gcg cct gtc ctg tec ata aae age gat ttc tea gat ttg 99 
Ala Ala Val Ala Pro Val Leu Ser lie Asn Ser Asp Phe Ser Asp Leu 

-5 15 
egg gaa att aaa aag caa ctg ctg ctt att gcg gge ett acc egg gag 14 7 

Arg Glu lie Lys Lys Gin Leu Leu Leu lie Ala Gly Leu Thr Arg Glu 

10 15 20 

egg ggc eta eta cac agt age aaa tgg teg gcg gag ttg get ttc tet 195 
Arg Gly Leu Leu His Ser Ser Lys Trp Ser Ala Glu Leu Ala Phe Ser 
25 30 35 40 

etc cct gca ttg eet ctg gee gag ctg caa ccg cct ccg cct att aca 243 
Leu Pro Ala Leu Pro Leu Ala Glu Leu Gin Pro Pro Pro Pro lie Thr 

45 50 55 

gag gaa gat gee cag gat atg gat gcc tat acc ctg gee aag gee tae 291 
Glu Glu Asp Ala Gin Asp Met Asp Ala Tyr Thr Leu Ala Lys Ala Tyr 

60 65 70 

ttt gac gtt aaa gag tat gat egg gca gca cat ttc ctg eat ggc tgc 33 9 

Phe Asp Val Lys Glu Tyr Asp Arg Ala Ala His Phe Leu His Gly Cys 

75 80 85 

aat gca aga aaa gcc tat ttt ctg tat atg tat tee aga tat ctg gtg 387 
Asn Ala Arg Lys Ala Tyr Phe Leu Tyr Met Tyr Ser Arg Tyr Leu Val 
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90 95 100 

agg gcc att tta aaa tgt cat tct gcc ttt agt gaa aca tec ata ttt 435 
Arg Ala lie Leu Lys Cys His Ser Ala Phe Ser Glu Thr Ser lie Phe 
105 110 115 120 

aga acc aat gga aaa gtt aaa tct ttt aaa tagcttagca gtgggccact 485 
Arg Thr Asn Gly Lys Val Lys Ser Phe Lys 
125 130 

gaatgaatgt actttataca tagcaataat aaaaaaaaga tatcataaat aaagttaaaa 545 

aggatggtaa aaaaaaaaat attcttagga atgactaaca ggataagtaa caacctgatt 605 

atttatttac tttaggttat ataaggttct tcatgcctgt gaattaatat tattgtgtaa 66 5 

gaattaagtt aaaaagcctg ggctgacttt taaatttata aattcattta tcatgtttat 725 

agtatattta ttgtttttct ttcatggcta ttaaaaagta tgactgtaaa ggacaatgca 785 

agtaaaccaa cttaatactg tattgaataa taagtacaat ttattatttt actttgaaac 845 

attatgaatt tactttccta ctttttctta gttgttatct atataaattg attaaaaaaa 905 

cattttatgt acttctcatt tcctagtaca ggttgagtat cccttatttg aagtgcttgg 965 

gaccaaaagt gtttcagatt tcagattttt ttcagatttt ggtatatttg cattatactt 102 5 

actggttgaa ataaaaaatg ctgcagtgag tgtcaaaaaa aaaaa 1070 



<210> 344 

<211> 1213 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2 . . 718 

<220> 

<221> sig_peptide 
<222> 2 . . 76 

<223> Von Heijne matrix 

score 3.90000009536743 
seq RVGLLLGGGGVYG/SR 



<220> 

<221> polyA_signal 
<222> 1170. .1175 



<220> 

<221> polyA_site 
<222> 1203. .1213 



<400> 344 

a atg ccc egg aag egg aag tgc gat ett egg get gte aga gtt ggt ctg 49 
Met Pro Arg Lys Arg Lys Cys Asp Leu Arg Ala Val Arg Val Gly Leu 
-25 -20 -15 -10 

97 



145 



tta 


etc 


ggt 


ggt 


ggc 


gga 


gte 


tac 


gga 


age 


egt 


ttt 


cgc 


ttc 


act 


ttt 


Leu 


Leu 


Gly 


Gly 


Gly 
-5 


Gly 


Val 


Tyr 


Gly 


Ser 
1 


Arg 


Phe 


Arg 


Phe 
5 


Thr 


Phe 


eet 


ggc 


tgt 


aga 


gcg 


ett 


tee 


ccc 


tgg 


egg 


gtg 


aga 


vtg 


cag 


aga 


ega 


Pro 


Gly 


Cys 


Arg 


Ala 


Leu 


Ser 


Pro 


Trp 


Arg 


Val 


Arg 


Xaa 


Gin 


Arg 


Arg 






10 










15 










20 








agg 


tgc 


gag 


atg 


age 


act 


atg 


ttc 


gcg 


gac 


act 


etc 


etc 


ate 


gtt 


ttt 


Arg 


Cys 


Glu 


Met 


Ser 


Thr 


Met 


Phe 


Ala 


Asp 


Thr 


Leu 


Leu 


He 


Val 


Phe 




25 










30 










35 










ate 


tct 


gtg 


tgc 


aeg 


get 


ctg 


etc 


gea 


gag 


ggc 


ata 


ace 


tgg 


gte 


ctg 


He 


Ser 


Val 


Cys 


Thr 


Ala 


Leu 


Leu 


Ala 


Glu 


Gly 


He 


Thr 


Trp 


Val 


Leu 



193 



241 
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40 45 50 55 

gtt tac agg aca gac aag tac aag aga ctg aag gca gaa gtg gaa aaa 289 

Val Tyr Arg Thr Asp Lys Tyr Lys Arg Leu Lys Ala Glu Val Glu Lys 

60 65 70 

cag agt aaa aaa ttg gaa aag aag aag gaa aca ata aca gag tea get 33 7 

Gin Ser Lys Lys Leu Glu Lys Lys Lys Glu Thr lie Thr Glu Ser Ala 

75 80 85 

ggt cga caa cag aaa aar aaa ata gag aga cdd kaa kas amc ctg arg 385 
Gly Arg Gin Gin Lys Lys Lys lie Glu Arg Xaa Xaa Xaa Xaa Leu Xaa 

90 95 100 

aat aac aac aga gat eta tea atg gtt cga atg aaa tec atg ttt get 433 
Asn Asn Asn Arg Asp Leu Ser Met Val Arg Met Lys Ser Met Phe Ala 

105 110 115 

att ggc ttt tgt ttt act gee eta atg gga atg ttc aat tec ata ttt 481 
lie Gly Phe Cys Phe Thr Ala Leu Met Gly Met Phe Asn Ser lie Phe 
120 125 130 135 

ggt aga gtg gtg gca aag ett cct ttt acc ect ett tct tas rtc 529 
Asp Gly Arg Val Val Ala Lys Leu Pro Phe Thr Pro Leu Ser Xaa Xaa 

140 145 150 

sra gga ctg tct eat cga aat ctg ctg gga gat gac ace aca gac tgt 577 
Xaa Gly Leu Ser His Arg Asn Leu Leu Gly Asp Asp Thr Thr Asp Cys 

155 160 165 

tec ttc att ttc ctg taw att etc tgt act atg teg att cga cag aac 625 
Ser Phe lie Phe Leu Xaa lie Leu Cys Thr Met Ser lie Arg Gin Asn 

170 175 180 

att cag aag att etc ggc ett gee ect tea cga gee gee ace aag cag 6 73 

lie Gin Lys lie Leu Gly Leu Ala Pro Ser Arg Ala Ala Thr Lys Gin 

185 190 195 

gca ggt gga ttt ett ggc eca cea cct ect tct ggg aag ttc tct 718 
Ala Gly Gly Phe Leu Gly Pro Pro Pro Pro Ser Gly Lys Phe Ser 
200 205 210 

tgaactcaag aactctttat tttctakcat tctttctaga cacacaeaea tcagaetggc 778 
aaetgttttg tascaagagc cataggtage ettackaett gggcetettt etagttttga 838 
attattteta agecttttgg gtatkattag agtgaaaatg gcagceagea aacttgatag 8 98 
tgettttggt ectagatgat ttttateaaa taagtggatt gattagttaa gttcaggtaa 958 
tgtttatgta atgaaaaaca aatagcatee ttettgttte atttaeataa gtattttetg 1018 
tgggaccgae tetcaaggca ctgtgtatge cetgeaagtt ggctgtctat gagcatttag 1078 
agatttagaa gaaaaattta gtttgtttaa cecttgtaac tgtttgtttt gttgttgttt 1138 
ttttttcaag ecaaataeat gaeataarat caataaarag gecaaatttt tasetgtttt 1198 
atgtaaaaaa aaaaa 1213 



<210> 345 
<211> 978 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 86. .709 



<220> 

<221> sig_peptide 

<222> 86. .361 

<223> Von Heijne matrix 

score 6.30000019073486 
seq LLMSILALIFIMG/NS 
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<220> 

<221> polyA_signal 
<222> 943. .948 



<220> 

<221> polyA_site 
<222> 963 . . 973 

<220> 

<221> misc_f eature 
<222> 469 

<223> n=a, g, c or t 
<400> 345 

aaagcatcct tccctaggac tgctgtaagc tttgagcctc tagcaggaga catgcctcgg 60 
ggacgaaaga gtcggcgccg ccgta atg cga gag ccg cag aag aga acc gca 112 

Met Arg Glu Pro Gin Lys Arg Thr Ala 
-90 -85 
aca ate gca aaa tyc rrg gcs tva gag ggc etc cga gac ccc tat ggc 160 
Thr lie Ala Lys Xaa Xaa Ala Xaa Glu Gly Leu Arg Asp Pro Tyr Gly 

-80 -75 -70 

cgc etc tgt ggt age gag cac ccc cga aga cca cct gag egg ccc gag 2 08 

Arg Leu Cys Gly Ser Glu His Pro Arg Arg Pro Pro Glu Arg Pro Glu 

-65 -60 -55 

gaa gac ccg age act cca gag gag gee tet ace ace cct gaa gaa gcc 2 56 

Glu Asp Pro Ser Thr Pro Glu Glu Ala Ser Thr Thr Pro Glu Glu Ala 

-50 -45 -40 

teg age act gcc caa gca caa aag cct tea gtg ccc egg age aat ttt 3 04 

Ser Ser Thr Ala Gin Ala Gin Lys Pro Ser Val Pro Arg Ser Asn Phe 
-35 -30 -25 -20 

cag ggc ace aag aaa agt etc ctg atg tet ata tta gcg etc ate tte 3 52 

Gin Gly Thr Lys Lys Ser Leu Leu Met Ser lie Leu Ala Leu lie Phe 

-15 -10 -5 

ate atg ggc aac age gee aag gaa get ctg gtc tgg aaa gtg ctg ggg 400 
lie Met Gly Asn Ser Ala Lys Glu Ala Leu Val Trp Lys Val Leu Gly 

15 10 
aag tta gga atg cag cct gga egt cas cac age ate ttt gga gat ccg 448 
Lys Leu Gly Met Gin Pro Gly Arg Xaa His Ser lie Phe Gly Asp Pro 

15 20 25 

aag aar ate gtc aca gaa ran ttt gtg cgc aga ggg tac ctg att tat 496 
Lys Lys lie Val Thr Glu Xaa Phe Val Arg Arg Gly Tyr Leu lie Tyr 
30 35 40 45 

ara ccg gtg ccc cgt abc agt ccg gtg gag tat gas tte tte tgg ggg 544 
Xaa Pro Val Pro Arg Xaa Ser Pro Val Glu Tyr Xaa Phe Phe Trp Gly 

50 55 60 

ccc cga gca cac gtg gaa teg age ara ctg aaa stc wtg eat ttt gtg 592 
Pro Arg Ala His Val Glu Ser Ser Xaa Leu Lys Xaa Xaa His Phe Val 

65 70 75 

gca agg gtt cgt aac cga tgc tet aaa gac tgg cct tgt aat tat gac 640 
Ala Arg Val Arg Asn Arg Cys Ser Lys Asp Trp Pro Cys Asn Tyr Asp 

80 85 90 

tgg gat teg gac gat gat gca gag gtt gag get ate etc aat tea ggt 688 
Trp Asp Ser Asp Asp Asp Ala Glu Val Glu Ala lie Leu Asn Ser Gly 

95 100 105 

get arg ggt tat tee gcc cct taagtaratc tgaggcagae ccttgggggt 739 
Ala Xaa Gly Tyr Ser Ala Pro 
110 115 
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gtaaaagaga gtcacaggta ccccaaggag tagatgccag ggtcctaagt tgaaaatgmt 799 

gtcgattggg ggcgggggac actgtatttg atatttgtga tcagtgatca ttgttcaact 859 

gcgaaataga gtgtttgctt ttgataatgg aaaattgtat tcgttttaaa attccgtttg 919 

ttgagaataa caatatgttt aaaaatataa ttgaacaaat tttaaaaaaa aaaamcccy 978 

<210> 346 
<211> 810 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 63. .320 



<220> 

<221> sig_peptide 

<222> 63. .179 

<223> Von Heijne matrix 

score 3.90000009536743 
seq VLAIGLLHIVLLS/IP 



<220> 

<221> polyA_signal 
<222> 771. .776 



<220> 

<221> polyA_site 
<222> 799. .810 



<400> 346 

agggaaccga tcccgggccg ttgatcttcg gccccacacg aacagcagag aggggcatca 60 
gg atg aat gtk ggc aca gcg cac ags dag gtg aac ccc aac acg egg 107 
Met Asn Val Gly Thr Ala His Xaa Xaa Val Asn Pro Asn Thr Arg 
-35 -30 -25 

gtk atg aac age egt gge ate tgg etc tee tae gtg etg gee ate ggt 155 
Val Met Asn Ser Arg Gly lie Trp Leu Ser Tyr Val Leu Ala lie Gly 

-20 -15 -10 

etc cte eae ate gtg etg etg age ate eeg ttt gtk agt gtc eet gte 203 
Leu Leu His lie Val Leu Leu Ser lie Pro Phe Val Ser Val Pro Val 

-5 15 
gte tgg aee ete aec aac etc att eae aae atg gge atg tat ate tte 251 
Val Trp Thr Leu Thr Asn Leu lie His Asn Met Gly Met Tyr lie Phe 

10 15 20 

etg eae aeg gtg aag ggg aea ece ttt gag aec ccg gae eag gge aag 2 99 

Leu His Thr Val Lys Gly Thr Pro Phe Glu Thr Pro Asp Gin Gly Lys 
25 30 35 40 

gcg agg etg eta aee cac tgg tgageagatg gattatgggg tceagtteae 350 
Ala Arg Leu Leu Thr His Trp 
45 

ggcctctcgg aakttettga ceatcacacc catcgtgctg tactteetea ceagcttcta 410 
cactaaktae raccaaatee attttgtgct eaacaccgtg tcectgatra gegtgcttat 470 
ceceaagetg eeeeagetce aeggaktccg gatttttgga atcaataakt aetgaaaktg 53 0 
easeeeettc cectgeeeag ggtggeaggg gaggggtagg gtaaaaggea tktgctgeaa 590 
chetgaaaac araaaraara rscctctgga caetgeeara ratgggggtt gageetetgg 650 
cctaatttee eeeetcgctt cccccagtag eeaaettgga gtagcttgta ytggggttgg 710 
ggtaggecce etgggctetg acettttetg aattttttga tcttttcctt ttgetttttg 770 
aatararact ceatggagtt ggtcatggaa aaaaaaaaaa 810 
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<210> 347 
<211> 771 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 299. .418 



<220> 

<221> sig_peptide 

<222> 299. .379 

<223> Von Heijne matrix 

score 3.59999990463257 
seq LTLLLITPSPSPL/LF 



<220> 

<221> polyA_signal 
<222> 739. .744 



<220> 

<221> polyA_site 
<222> 762 . . 771 



<400> 347 

accttgggct ccaaattcta gctcataaag atgcaagtkt tgcaatttcc tataaatggt 60 

taagaaaaga gcaagctgtc cagagagtga gaagtttgaa aagagaggtg cataagagag 120 

aaatgatgtc catttgagcc ccaccacgga ggttatgtgg tcccaaaagg aatgatggcc 180 

aagcaattaa tttttcctcc tagttcttag cttgcttctg cattgattgg ctttacacaa 240 

ctggcattta gtctgcatta cacaaataga cactaattta tttggaacaa gcagcaaa 2 98 

atg aga act tta ttt ggt gca gtc agg get cca ttt agt tec etc act 346 
Met Arg Thr Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr 

-25 -20 -15 

ctg ctt eta ate ace cct tct cec age cet ett eta ttt gat aga ggt 394 
Leu Leu Leu lie Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly 

-10 -5 15 

ctg tec etc aga tea gca atg tct tagcecctet cctctcttcc attcettcet 448 
Leu Ser Leu Arg Ser Ala Met Ser 
10 

gttggtactc atttcttcta acttttaata aacatttagg tataataeat tacagtaagt 508 

gctatttaga tacaaaetta aaacataeta tatattttaa ggatetaaga atcctttara 568 

rrrggcacat gaetgaagta ceteagctgc gcagcctgta accagttttt ttaatgtaaa 628 

agtaaraatg ecagccttaa cctabecetg carataaaag etaactttta ttaataccag 688 

ecctgaataa tggcactaat ccaeaetett cettaragtg atgetggaaa aataaaatca 748 

ggggcttcag attaaaaaaa aaa 771 



<210> 348 

<211> 409 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 186. .380 



<220> 
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<221> sig_peptide 
<222> 186 . .233 
<223> Von Heijne matrix 
score 4 

seq FFLFLSFVLMYDG/LR 

<220> 

<221> polyA_signal 
<222> 383. .388 

<220> 

<221> polyA_site 
<222> 396 . .409 

<400> 348 

ataaaagaag cagcaaatag aatttcccac aaagtaagtt gactctaaat cttaagtatt 60 
acctagtttt ttaaaggttt gaatataata atgcagtatt tgcagtataa aaaggaagga 120 
atttgtagag aatcattttg gtgctcaagt ctcttagcag tgccttattg cctcatagca 180 
agaag atg ctg ggg ttt ttt ttg ttt ttg tec ttt gta tta atg tat gat 230 
Met Leu Gly Phe Phe Leu Phe Leu Ser Phe Val Leu Met Tyr Asp 
-15 -10 -5 

ggt ttg cgc ctt ttt ggc att ctt tea aca tgt cgt gta cat cac acc 278 
Gly Leu Arg Leu Phe Gly lie Leu Ser Thr Cys Arg Val His His Thr 

15 10 15 

atg aat cag ttc eta att gat ata tct age ttt ace tec ega gtt aaa 326 
Met Asn Gin Phe Leu lie Asp lie Ser Ser Phe Thr Ser Arg Val Lys 

20 25 30 

aaa aaa ate ttt tta ttt tat gee ttc awa ggt tgc yeg ttt car agt 374 
Lys Lys lie Phe Leu Phe Tyr Ala Phe Xaa Gly Cys Xaa Phe Gin Ser 

35 40 45 

gee aca taaataaaat gtttaacaaa aaaaaaaaa 409 
Ala Thr 

<210> 349 
<211> 613 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 69. .458 

<220> 

<22l> sig_peptide 
<222> 69. .233 
<223> Von Heijne matrix 
score 4 

seq AALCGISLSQLFP/EP 

<220> 

<221> polyA_signal 
<222> 564. .569 

<220> 

<221> polyA_site 
<222> 602. .613 
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<220> 

<221> misc_f eature 
<222> 97 

<223> n=a, g, c or t 
<400> 349 

aagaacctga gcagcctgtc ttcagacaga gagaggccca cggctgtttc ttgaaaytgg 60 
cgctggga atg gcc atg tgg aac agg cca tgb bag ang ctg cct cag cag 110 
Met Ala Met Trp Asn Arg Pro Xaa Xaa Xaa Leu Pro Gin Gin 
-55 -50 -45 

cct cts sta get gag ccc act gca gag ggg gag cca cac ctg ccc acg 158 
Pro Leu Xaa Ala Glu Pro Thr Ala Glu Gly Glu Pro His Leu Pro Thr 

-40 -35 -30 

ggc egg gas byg act gag gcc aac cgc ttc gcc tat get gee etc tgt 2 06 

Gly Arg Xaa Xaa Thr Glu Ala Asn Arg Phe Ala Tyr Ala Ala Leu Cys 
-25 -20 -15 -10 

ggc ate tec ctg tec cag tta ttt cct gaa ccc gaa cac age tec ttc 254 
Gly lie Ser Leu Ser Gin Leu Phe Pro Glu Pro Glu His Ser Ser Phe 

-5 15 
tgc aca gag ttc atg gca ggc ctg gtg ckm tgg ctg gag ttg tet gaa 3 02 

Cys Thr Glu Phe Met Ala Gly Leu Val Xaa Trp Leu Glu Leu Ser Glu 

10 15 20 

get gtc ttg cca ace atg act get ttt gcg age ggc ctg gga ggt gaa 350 
Ala Val Leu Pro Thr Met Thr Ala Phe Ala Ser Gly Leu Gly Gly Glu 

25 30 35 

gga sea vma tgt gtt tgt tea aat ttt act gaa gga ccc eat ett gaa 3 98 

Gly Xaa Xaa Cys Val Cys Ser Asn Phe Thr Glu Gly Pro His Leu Glu 
40 45 50 55 

gga ega ccc gae ggt gat cac tea gga cct tet gag ett etc act caa 446 
Gly Arg Pro Asp Gly Asp His Ser Gly Pro Ser Glu Leu Leu Thr Gin 

60 65 70 

gga tgg gca eta tgaescccgg gecagagtcc tcgtttgcea catgacetcc 498 
Gly Trp Ala Leu 
75 

ctgctccaag tgccettgga ggagetggat gteettgaaa agatgttcet ggagagcctg 558 
aaggaaatca aagaagagga atctgaaatg gecgaggcat eccraaaaaa aaaaa 613 

<210> 350 
<211> 986 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .638 

<220> 

<221> sig_peptide 

<222> 12 . .263 

<223> Von Heijne matrix 

score 4.19999980926514 

seq ITMLQMLALLGYG/LF 

<220> 

<221> polyA_signal 
<222> 951. .956 
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<220> 

<221> polyA_site 
<222> 975. . 985 



<400> 350 

accctatcaa g atg gtc aac ttc ccc cag aaa att gca ggt gaa etc tat 50 
Met Val Asn Phe Pro Gin Lys lie Ala Gly Glu Leu Tyr 
-80 -75 
gga cct etc atg ctg gtc ttc act ctg gtt get ate eta etc eat ggg 98 
Gly Pro Leu Met Leu Val Phe Thr Leu Val Ala lie Leu Leu His Gly 

-70 -65 -60 

atg aag acg tct gac act att ate egg gag ggc ace ctg atg ggc aca 146 
Met Lys Thr Ser Asp Thr lie lie Arg Glu Gly Thr Leu Met Gly Thr 
-55 -50 -45 -40 

gee att ggc acc tge ttc ggc tac tgg ctg gga gtc tea tec ttc att 194 
Ala lie Gly Thr Cys Phe Gly Tyr Trp Leu Gly Val Ser Ser Phe lie 

-35 -30 -25 

tac ttc ctt gee tac ctg tgc aac gee cag ate acc atg ctg cag atg 242 
Tyr Phe Leu Ala Tyr Leu Cys Asn Ala Gin lie Thr Met Leu Gin Met 

-20 -15 -10 

ttg gca ctg ctg ggc tat ggc etc ttt ggg eat tge att gtc ctg ttc 2 90 

Leu Ala Leu Leu Gly Tyr Gly Leu Phe Gly His Cys lie Val Leu Phe 

-5 15 
ate acc tat aat ate cac etc cgc gee etc ttc tac etc ttc tgg ctg 338 
lie Thr Tyr Asn lie His Leu Arg Ala Leu Phe Tyr Leu Phe Trp Leu 
10 15 20 25 

ttg gtg ggt gga ctg tec aca ctg cgc atg gta gca gtg ttg gtg tct 386 
Leu Val Gly Gly Leu Ser Thr Leu Arg Met Val Ala Val Leu Val Ser 

30 35 40 

egg ace gtg ggc ccc aca cad egg mtg etc etc tgt ggc acc ctg get 434 
Arg Thr Val Gly Pro Thr Xaa Arg Xaa Leu Leu Cys Gly Thr Leu Ala 

45 50 55 

gee eta cac atg etc ttc ctg etc tat ctg cat ttt gee tac cac aaa 482 
Ala Leu His Met Leu Phe Leu Leu Tyr Leu His Phe Ala Tyr His Lys 

60 65 70 

dtg gta dag ggg ate ctg gac aca ctg gag ggc ccc aac ate ccg ccc 530 
Xaa Val Xaa Gly lie Leu Asp Thr Leu Glu Gly Pro Asn lie Pro Pro 

75 80 85 

ate cag agg gtc ccc aga gac ate cct gee atg etc cct get get egg 578 
lie Gin Arg Val Pro Arg Asp lie Pro Ala Met Leu Pro Ala Ala Arg 
90 95 100 105 

ctt ccc acc acc gtc etc aac gee aca gee aaa get gtt gcg gtg acc 626 
Leu Pro Thr Thr Val Leu Asn Ala Thr Ala Lys Ala Val Ala Val Thr 

110 115 120 

ctg cag tea cac tgaccccace tgaaattett ggccagtcet ctttecegea 678 
Leu Gin Ser His 
125 

gctgeagaga ggargaasae tattaaagga cagtcctgat gacatgtttc gtagatgggg 73 8 
tttgcagctg ceactgaget gtagctgcgt aagtacctcc ttgatgectg tcggcaettc 798 
tgaaaggeae aaggceaaga actcctggee aggactgcaa ggetetgcag ccaatgeaga 858 
aaatgggtea getcetttga gaacccetee ceaectacce ettccttcct ctttatetet 918 
cccacattgt cttgctaaat atagacttgg taattaaaat gttgattgaa gtetggaaaa 978 
aaaaaaat 986 



<210> 351 
<211> 1447 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 282 . .389 



<220> 

<221> sig_jpeptide 
<222> 282. .332 
<223> Von Heijne matrix 
score 3 . 5 

seq RWWCFHLQAEASA/HP 



<220> 

<221> polyA_signal 
<222> 1413. .1418 



<220> 

<221> polyA_site 
<222> 1437. .1447 



<400> 351 

ataataatat ctaaaaagct aaattttaaa taccagcttt acataaatga ttgtkgactc 60 

tggtctgtkt ctgacacctt tccagaaaaa agtcaattgt tcaggtacac caaagaggaa 12 0 

gaagagctgt ggaggccacc ctctacaaag ctttatagaa cttctggatc taactcacaa 180 

acaagcttcc agaagagact agagacctta ggccaggaga tgaaggagtt cagtagcaaa 24 0 

gtcacacctg tccaattccc tgagctttgc tcactcagct a atg gga tgg caa agg 2 96 

Met Gly Trp Gin Arg 
-15 

tgg tgg tgc ttt cat ctt cag gca gaa gcc tct gcc cat ccc cct caa 344 
Trp Trp Cys Phe His Leu Gin Ala Glu Ala Ser Ala His Pro Pro Gin 

-10 -5 1 

ggg ctg cag gcc caa ttc tea tgc tgc cct tgg gtg ggc ate tgt 389 
Gly Leu Gin Ala Gin Phe Ser Cys Cys Pro Trp Val Gly lie Cys 
5 10 15 

taacaaadga aaacgtctgg gtggcggcag casctttgct ctgagtgcct acaaagctaa 449 

tgcttggtgc tagaaacatc atcattatta aacttcagaa aagcagcagc catgttcagt 509 

caggctcatg ctgcctcact gcttaagtgc ctgcaggagc cgcctgccaa rctccccttc 569 

ctacacctgg cacactgggg tctgcacaag gctttgtcaa ccaaaracag cttcccccww 62 9 

ttgattgcct gtagactttg gagccaaraa acactctgtg tgactctaca cacacttcag 689 

gtggtttgtg cttcaaagtc attgatgcaa cttgaaagga aacagtttaa tggtggaaat 749 

gaactaccat ttataacttc tgttttttta ttgagaaaat gattcacgaa kkccaaatca 809 

gattgccagg aagaaatagg acgtgacggt actgggccct gtgattctcc cagcccttgc 869 

agtccgctag gtgagaggaa aagctcttta cttccgcccc tggcagggac ttctgggtta 929 

tgggagaaac cagagatggg aatgaggaaa atatgaacta cagcagaagc ccctgggcag 989 

ctgtgatgga gcccctgaca ttactcttct tgcatctgtc ctgccttctt tccctctgcg 1049 

aggcagtggg gtgggattca gagtgcttag tctgctcact gggagaagaa gagttcctgc 1109 

gcatgcaagc cctgctgtgt ggctgtcgtt tacatttggg aggtgtcctg tatgtctgta 1169 

cgttggggac tgcctgtatt tggaagattt aaaaacctag catcctgttc tcaccctcta 1229 

agctgcattg agaaatgact cgtctctgta tttgtattaa gccttaacac ttttcttaag 1289 

tgcattcggt gccaacattt tttagagctg taccaaaaca aaaagcctgt actcacatca 1349 

camtgtcatt ttgataggag cgttttgtta tttttacaag gcagaatggg gtgtaacagt 1409 

tgaattaaac ttagcaatca cgtgctcaaa aaaaaaaa 1447 

<210> 352 
<211> 1641 
<212> DNA 
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<213> Homo sapiens 



<220> 
<221> CDS 
<222> 208 . .339 



<220> 

<221> sigj)eptide 

<222> 208 . .294 

<223> Von Heijne matrix 

score 5.59999990463257 
seq LFLQLLVSHEIVC/AT 



<220> 

<221> polyA_site 
<222> 1631 . . 1641 



<400> 352 

agaaccgtga tgggaagatg gacaaggaag agaccaaaga ctggatcctt ccctcagact 60 

atgatcatgc agaggcagaa gccaggcacc tggtctatga atcagaccaa aacaaggatg 120 

gcaagcttac caaggaggag atcgttgaca agtatgactt atttgttggc agccaggcca 180 

cagattttgg ggaggcctta gtacggc atg atg agt tct gag eta egg agg aac 234 

Met Met Ser Ser Glu Leu Arg Arg Asn 
-25 

cot cat ttc etc aaa agt aat tta ttt tta cag ctt ctg gtt tea eat 282 

Pro His Phe Leu Lys Ser Asn Leu Phe Leu Gin Leu Leu Val Ser His 

-20 -15 -10 -5 

gaa att gtt tgc get act gag act gtt act aca aae ttt tta aga eat 33 0 

Glu lie Val Cys Ala Thr Glu Thr Val Thr Thr Asn Phe Leu Arg His 

15 10 

gaa aag geg taatgaaaae eatceegtec ceattcctcc tcctctctga 379 
Glu Lys Ala 
15 

gggactggag ggaageegtg cttetgagga aeaaetetaa ttagtaeact tgtgtttgta 43 9 

ratttaeacw wtgtattatg tattaaeatg gegtgtttat ttttgtattt ttetctggtt 499 

gggagtatka tatgaaggat caaratccte aactcacaca tgtaracaaa cattasetet 559 

ttactctttc tcaaceeett wtatgatttt aataattete aettaaetaa ttttgtaagc 619 

etgagateaa taagaaatgt teaggagaga ggaaagaaaa aaaatatatg ctccaeaatt 67 9 

tatatttaga gagagaaeae ttagtettge etgtcaaaaa gteeaaeatt teataggtag 73 9 

taggggeeae atattaeatt eagttgetat aggtccagea actgaacctg ccattacctg 799 

ggeaaggaaa gateeetttg etctaggaaa gcttggccca aattgatttt cttcttttte 85 9 

cecctgtagg actgactgtt ggctaatttt gtcaageaca gctgtggtgg gaagagttag 919 

ggccagtgtc ttgaaaatca atcaagtagt gaatgtgate tetttgeara gctatagata 979 

gaaacagetg gaaaaetaaa ggaaaaatac aagtgttttc ggggcataea ttttttttct 103 9 

gggtgtgeat etgttgaaat gcteaagact taattatttg cettttgaaa tcactgtaaa 1099 

tgceeccate eggtteetet tetteecarg tgtgecaagg aattaatctt ggtttcacta 115 9 

eaattaaaat tcactccttt ccaatcatgt eattgaaagt geetttaaeg aaagaaatgg 1219 

teactgaatg ggaattctct taagaaacce tgagattaaa aaaagaetat ttggataact 12 7 9 

tataggaaag ectagaaeet cccagtagag tggggatttt tttcttctte ectttctctt 133 9 

ttggacaata gttaaattag cagtattagt tatgagtttg gttgcagtgt tettatcttg 13 99 

tgggetgatt teeaaaaaec acatgctgct gaatttaeca gggatcetea taectcacaa 1459 

tgcaaaecac ttactaceag geetttttet gtgtceactg gagagettga gcteacaete 1519 

aaagateaga ggacctacag agagggetct ttggtttgag gaecatgget tacetttcct 1579 

geetttgaec eateacaecc cattteetec tetttecetc tcccegetge eaaaaaaaaa 1639 

aa 1641 



<210> 353 



294 




<211> 884 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 69. .557 



<220> 

<221> sig_peptide 

<222> 69. .224 

<223> Von Heijne matrix 

score 4.69999980926514 
seq LGLALGRLEGGSA/RH 



<220> 

<221> polyA_signal 
<222> 849. .854 



<220> 

<221> polyA__site 
<222> 870. .883 



<220> 

<221> misc_feature 

<222> 623 

<223> n=a, g, c or t 



<400> 353 

attggctccg gatcgtgcgt gaggcggctt cgtgggcagc gagagtcaca gacaagacag 60 
caagcagg atg gag cac tac egg aaa get ggc tot gta gag etc cca gcg 110 
Met Glu His Tyr Arg Lys Ala Gly Ser Val Glu Leu Pro Ala 
-50 -45 -40 

cct tec cca atg ccc cag eta cet cet gat acc ett gag atg egg gte 158 
Pro Ser Pro Met Pro Gin Leu Pro Pro Asp Thr Leu Glu Met Arg Val 

-35 -30 -25 

ega gat ggc age aaa att ege aac ctg ctg ggg ttg get etg ggt egg 2 06 

Arg Asp Gly Ser Lys lie Arg Asn Leu Leu Gly Leu Ala Leu Gly Arg 

-20 -15 -10 

ttg gag ggc ggc agt get egg cat gta gtg tte tea ggt tet ggc agg 254 
Leu Glu Gly Gly Ser Ala Arg His Val Val Phe Ser Gly Ser Gly Arg 

-5 15 10 

get gea gga aag get gte age tgc get gag att gte aag egg egg gte 302 
Ala Ala Gly Lys Ala Val Ser Cys Ala Glu lie Val Lys Arg Arg Val 

15 20 25 

ccg ggc ctg cac eag etc ace aag eta ckt tte ctt caa act gag gac 350 
Pro Gly Leu His Gin Leu Thr Lys Leu Xaa Phe Leu Gin Thr Glu Asp 

30 35 40 

age tgg gte cca see tea cct gac aca ggg eta rac cee etc aca gtg 398 
Ser Trp Val Pro Xaa Ser Pro Asp Thr Gly Leu Xaa Pro Leu Thr Val 

45 50 55 

egc ege cat gtg cet gea ktg tgg gtg ctg etc asc egg gac ccc ctg 446 
Arg Arg His Val Pro Ala Xaa Trp Val Leu Leu Xaa Arg Asp Pro Leu 

60 65 70 

gac ccc aat gag tgt ggt tac caa ccc cca gga gea ccc cct ggc ctg 494 
Asp Pro Asn Glu Cys Gly Tyr Gin Pro Pro Gly Ala Pro Pro Gly Leu 
75 80 85 90 
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ggt tec atg ccc age tec age tgt ggc cct cgt tec era aaa agg get 542 
Gly Ser Met Pro Ser Ser Ser Cys Gly Pro Arg Ser Xaa Lys Arg Ala 

95 100 105 

era rac acc cga teg tgaaaaectg ctgasccage etgttetecg ggectraatg 597 
Xaa Xaa Thr Arg Ser 
110 

tctggggtgc ttgtgccttt tetranaage gttgtgaskg cteaacatcc ccateaaggt 657 
ttgagtccac aaaagtggac ctecctatea tgettceeet tcectetagc atgtgggaag 717 
ggaetgetgt gaagaatgae agatgtgggg cetctgeeaa gttetgeatt getaaataag 777 
ggetteetet geettetaee tacagtgcat ttgaaetgcc ttetgaaaga ggteeakgga 83 7 
gggatttagg aaataaagtt tctacctatt tgaaaaaaaa aaaaeae 884 



<210> 354 

<211> 729 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 134 . .325 



<220> 

<221> sig_peptide 

<222> 134 . .274 

<223> Von Heijne matrix 

score 5.90000009536743 
seq TWLGLLSFQNLHC/FP 



<220> 

<221> polyA_site 
<222> 718 . .729 



<400> 354 

ateattttet tatcectget gatttcaaae cttcccatgg tttagaagea taacctgtaa 60 
tgtaatgcaa gtcccetaac teeetggttg etaacattaa ettecttaag taataateaa 120 
tgaaagavat tct atg eat ggt ttt gaa ata ata tec ttg aaa gag gaa 169 
Met His Gly Phe Glu lie lie Ser Leu Lys Glu Glu 
-45 -40 
tea cea tta gga aag gtg agt cag ggt cct ttg ttt aat gtg act agt 217 
Ser Pro Leu Gly Lys Val Ser Gin Gly Pro Leu Phe Asn Val Thr Ser 
-35 -30 -25 -20 

ggc tea tea tea cea gtg acc tgg ttg ggc eta etc tec ttc cag aac 265 
Gly Ser Ser Ser Pro Val Thr Trp Leu Gly Leu Leu Ser Phe Gin Asn 

-15 -10 -5 

ctg cat tge ttc cea gac etc cec act gag atg cct eta ara gee aaa 313 
Leu His Cys Phe Pro Asp Leu Pro Thr Glu Met Pro Leu Xaa Ala Lys 

15 10 
gga kte aac act tgagectagg gtgggctaca acaaaaratt etaatttace 365 
Gly Xaa Asn Thr 
15 

ttgettcate taggtccagg ceccaaktag ettgetgaag gaaettaaaa agtagctgtt 42 5 
atttattgta ttgtataase taaaaacatt tatttttgtt gaatcraaac aattceatgt 485 
ascaatcttt tttctgttca cggtgtttgt gataaaacet taaattecgc aagcatcagt 545 
tttttgaaaa aatgggaatt gaeeggatag wwacaggcaa agwtataaat agetaeaaca 6 05 
teatttaact tttataaaca tgcettctet ctattgaara catctgatat ttttgetgga 665 
aagttggatc tateetcagt aactctgeca tgaattectg tttcckggtt ecaaaaaaaa 725 
aaaa 72 9 
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<210> 355 

<211> 1013 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 78, .731 

<220> 

<221> sig_peptide 

<222> 78 . .227 

<223> Von Heijne matrix 

score 5.09999990463257 
seq RTALILAVCCGSA/SI 



<220> 

<221> polyA_site 
<222> 1002. .1013 



<400> 355 

agtttccaag ggaaggagca gcgtgtggga aagcacagaa gagtgagaag gaagcgacta 60 
aattttattt actttct atg cat cat ggc etc aca cca ctg tta ctt ggt 110 

Met His His Gly Leu Thr Pro Leu Leu Leu Gly 
-50 -45 -40 

gta cat gag caa aaa cag caa gtg gtg aaa ttt tta ate aag aaa aaa 158 
Val His Glu Gin Lys Gin Gin Val Val Lys Phe Leu lie Lys Lys Lys 

-35 -30 -25 

gca aat tta aat gca ctg gat aga tat gga aga act get etc ata ctt 2 06 

Ala Asn Leu Asn Ala Leu Asp Arg Tyr Gly Arg Thr Ala Leu lie Leu 

-20 -15 -10 

get gta tgt tgt gga teg gca agt ata gtc age ctt eta ctt gag caa 254 
Ala Val Cys Cys Gly Ser Ala Ser lie Val Ser Leu Leu Leu Glu Gin 

-5 15 
aac att gat gta tct tet caa gat eta tet gga cag acg gee aaa aag 3 02 

Asn lie Asp Val Ser Ser Gin Asp Leu Ser Gly Gin Thr Ala Lys Lys 
10 15 20 25 

tat get gtt tet agt cgt cat aat gta att tgc cag tta ctt tct gac 350 
Tyr Ala Val Ser Ser Arg His Asn Val lie Cys Gin Leu Leu Ser Asp 

30 35 40 

tac aaa raa aaa cag atr eta aaa gtc tct tct gaa aac age aat cca 398 
Tyr Lys Xaa Lys Gin Xaa Leu Lys Val Ser Ser Glu Asn Ser Asn Pro 

45 50 55 

raa caa gac tta aag ctg aca tea gag gaa gag tea caa agg ctt aaa 446 
Xaa Gin Asp Leu Lys Leu Thr Ser Glu Glu Glu Ser Gin Arg Leu Lys 

60 65 70 

gga agt gaa aat age cag cca gag gaa atg tct caa gaa cca gaa ata 494 
Gly Ser Glu Asn Ser Gin Pro Glu Glu Met Ser Gin Glu Pro Glu lie 

75 80 85 

aat arg ggt ggt gat aga aag gtt gaa raa raa atg aar aag cac gga 542 
Asn Xaa Gly Gly Asp Arg Lys Val Glu Xaa Xaa Met Lys Lys His Gly 
90 95 100 105 

agt wet eat atg gga ttc cca raa aac ctg met aac ggt gee act get 590 
Ser Xaa His Met Gly Phe Pro Xaa Asn Leu Xaa Asn Gly Ala Thr Ala 

110 115 120 

gac aat ggt gat gat gga tta att cem cca rgg aaa asc ara aca ect 638 
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Asp Asn Gly Asp Asp Gly Leu lie Pro Pro Xaa Lys Xaa Xaa Thr Pro 

125 130 135 

gaa age cas caa ttt cat gac act gag aat gaa cag tat cac agg gac 686 
Glu Ser Xaa Gin Phe Pro Asp Thr Glu Asn Glu Gin Tyr His Arg Asp 

140 145 150 

ttt tct ggc cat ccc mac ttt ccc acd acc ctt ccc ate aaa cag 731 
Phe Ser Gly His Pro Xaa Phe Pro Thr Thr Leu Pro lie Lys Gin 

155 160 165 

tgatgaacaa aatgatactc hsaagctnmct ttctgaagam caraacactg gaatattaca 791 
agatgagatt ctgattcatg aagaaaagca gatagaagtg gctgaaaatg aattctgagc 851 
tttctcttag ttataaraaa gaaaaagacc tcttgcatga aaatagtacg ttgcaggaag 911 
aaattgtcat gctaaractg gaactagack taatgaaaca tcagagccag ctaararaaa 971 
araaatattt ggaggaaatt gaaagtgtgg aaaaaaaaaa aa 1013 

<210> 356 
<211> 973 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46 . .693 

<220> 

<221> sig__peptide 

<222> 46. .90 

<223> Von Heijne matrix 

score 7.59999990463257 

seq CVLVLAAAAGAVA/VF 

<220> 

<221> polyA_signal 
<222> 937. .942 

<220> 

<221> polyA_site 
<222> 962 . . 973 

<400> 356 

aagcggctgg tccccggaag ttggacgcat gcgccgtttc tctgc atg gtg tgc gtt 57 

Met Val Cys Val 
-15 

etc gtt eta get gcg gee gca gga get gtg geg gtt ttc eta ate ctg 105 
Leu Val Leu Ala Ala Ala Ala Gly Ala Val Ala Val Phe Leu lie Leu 

-10 -5 15 

ega ata tgg gta gtg ctt egt tec atg gac gtt aeg ccc egg gag tct 153 
Arg lie Trp Val Val Leu Arg Ser Met Asp Val Thr Pro Arg Glu Ser 

10 15 20 

etc agt ate ttg gta gtg get ggg tee ggt ggg cat acc act gag ate 2 01 

Leu Ser He Leu Val Val Ala Gly Ser Gly Gly His Thr Thr Glu He 

25 30 35 

ctg agg ctg ctt ggg age ttg tec aat gee tac tea cet aga cat tat 249 
Leu Arg Leu Leu Gly Ser Leu Ser Asn Ala Tyr Ser Pro Arg His Tyr 

40 45 50 

gtc att get gac act gat gaa atg agt gee aat aaa ata aat tct ttt 297 
Val He Ala Asp Thr Asp Glu Met Ser Ala Asn Lys He Asn Ser Phe 

55 60 65 
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gaa eta rat cga 
Glu Leu Xaa Arg 
70 

tac att cac cga 
Tyr lie His Arg 

tec acc gtt tyc 
Ser Thr Val Xaa 
105 

att cac agg gtg 
lie His Arg Val 
120 

tgt gty cat ate 
Cys Val Pro lie 
135 

aag aaa gtg ate 
Lys Lys Val lie 
150 

tta tee atg tec 
Leu Ser Met Ser 

gtt cag tgg eeg 
Val Gin Trp Pro 
185 

ggg cga att gtt 
Gly Arg He Val 
200 

cagtartatg taeteaaatt ggggggaaaa aaaeeetaea tgtttcttgt aaaggcgtct 793 
gacagtcctg araattattg atggtaagga ataaaaaatg tweagatrae tcagtgaara 853 
aactgagget tetettatga aacaaaeatt gataaaegta aetacyaaat gtttatgcct 913 
etgtaaaeca aatttctttt etarataaaa atatgtatta etacctgeaa aaaaaaaaaa 973 

<210> 357 
<211> 868 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 126. .527 

<220> 

<221> sig_peptide 

<222> 126. .182 

<223> Von Heijne matrix 

score 3.90000009536743 

seq ILFHGVFYAGGFA/IV 

<220> 

<221> polyA_signal 
<222> 834. .839 

<220> 

<221> polyA_site 
<222> 856 . . 867 

<400> 357 



gsk gat aga rae ect agt aae atg twt ace aaa tac 345 
Xaa Asp Arg Xaa Pro Ser Asn Met Xaa Thr Lys Tyr 

75 80 85 

att cea ara age egg gag gtt eag cag tec tgg cec 393 
He Pro Xaa Ser Arg Glu Val Gin Gin Ser Trp Pro 
90 95 100 

ace acc ttg cac tee atg tgg etc tec ttk cec eta 441 
Thr Thr Leu His Ser Met Trp Leu Ser Xaa Pro Leu 

110 115 
aag eea rat ttg gtg ttg tgt aac gga cca gga aca 489 
Lys Pro Xaa Leu Val Leu Cys Asn Gly Pro Gly Thr 

125 130 
tgt gta tct gee ett etc ett ggg ata eta gga ata 53 7 

Cys Val Ser Ala Leu Leu Leu Gly He Leu Gly He 

140 145 
att gtc tac gtt gaa age ate tge cgt gta aaa acs 585 
He Val Tyr Val Glu Ser He Cys Arg Val Lys Thr 

155 160 165 

gga aag att ctg ttt eat etc tea aat tac ttc att 633 
Gly Lys He Leu Phe His Leu Ser Asn Tyr Phe He 
170 175 180 

get ctg aaa gaa aag tat cec aaa teg gtg tac ett 681 
Ala Leu Lys Glu Lys Tyr Pro Lys Ser Val Tyr Leu 

190 195 
tgaeaaatgg caaetgaett etttagaatt ttgeasttaa 733 
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actggaagaa ctcgtcatgc tctttgtagc gtggtgcttc tgttgctcac aggacaactt 60 
gcctttgatg attttcaaga gagttgtgct atgatgtggc aaagtatgca ggaagcaggc 120 
ggtca atg cct ctg gga gca agg ate ctt ttc cac ggt gtg ttc tat gcc 170 
Met Pro Leu Gly Ala Arg lie Leu Phe His Gly Val Phe Tyr Ala 
-15 -10 -5 
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110 115 

etagtecate ettceetcat ctetaceata tggeeaetgg ggtggtggec eatcteagtg 617 

acagaeaete ctgeaaccea gkttteeagc caceagtggg atgatggtat gtgecagcae 677 

atggtaattt tggtgtaatt ctaacttggg eacaacgaat getatttgte atttttaaac 737 

tgaateegaa agaaacteet attataaatt taagataatg taatgtattt gaaagtgctt 797 

tgtataaaaa ageaeatgat aaaaggaatc agaattaata aaatgtttgt tgatetttaa 857 

aaaaaaaaaa h 868 



<210> 358 
<211> 519 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 66. .320 



<220> 

<221> sig_peptide 
<222> 66. .113 
<223> Von Heijne matrix 
score 3 . 5 

seq TALAAXTWLGVWG/VR 



<220> 

<221> polyA_signal 
<222> 490. .495 



<220> 
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<221> polyA_site 
<222> 508. .519 



<400> 358 

aattagcgcg taacgcasag actgcttgct gcggcagaga cgccagakgt gcagctccag 60 
cagca atg gca gtg acg gcg ttg gcg gcg mrg acg tgg ctt ggc gtg tgg 110 
Met Ala Val Thr Ala Leu Ala Ala Xaa Thr Trp Leu Gly Val Trp 
-15 -10 -5 

ggc gtg agg acc atg caa gcc cga ggc ttc ggc teg gat eag tec gag 158 
Gly Val Arg Thr Met Gin Ala Arg Gly Phe Gly Ser Asp Gin Ser Glu 

15 10 15 

aat gtc gac egg ggc gcg ggc tec ate egg gaa gee ggt ggg gee ttc 2 06 

Asn Val Asp Arg Gly Ala Gly Ser lie Arg Glu Ala Gly Gly Ala Phe 

20 25 30 

gga aag aga gag cag get gaa gag gaa ega tat ttc cga gca cag agt 254 
Gly Lys Arg Glu Gin Ala Glu Glu Glu Arg Tyr Phe Arg Ala Gin Ser 

35 40 45 

aca gaa caa ctg gca ret ttg aaa aaa ere cat gaa gaa gar ate gtt 302 
Thr Glu Gin Leu Ala Xaa Leu Lys Lys Xaa His Glu Glu Glu lie Val 

50 55 60 

eat eat aga gaa gga gat tgagegtctg eagaaagaaa ttgagcgcea 350 
His His Arg Glu Gly Asp 
65 

taagcagaag ateaaaatge tagaacatga tgattaagtg cacaccgtgt gccatagaat 410 
ggeacatgte attgcecact tctgtgtaaa catggttctg gtttaactaa tatttgtctg 470 
tgtgctacta acagattata ataaattgtc atcagtgaaa aaaaaaaaa 519 



<210> 359 

<211> 1028 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 73. .948 



<220> 

<221> sigj)eptide 

<222> 73. .159 

<223> Von Heijne matrix 

score 4.40000009536743 
seq IVLHLVLQGMVYT/EY 



<220> 

<221> polyA_site 
<222> 1016 . .1028 



<400> 359 

agctttaaag gcctggccag gggaggagca cagatatttt ectgtataat tccagaatgt 60 
cttcagagag cc atg cat gga ttg ctt cat tac ctt ttc cat acg aga aac 111 
Met His Gly Leu Leu His Tyr Leu Phe His Thr Arg Asn 
-25 -20 
cac ace ttc att gtc ctg cae ctg gtc ttg caa ggg atg gtt tat act 159 
His Thr Phe He Val Leu His Leu Val Leu Gin Gly Met Val Tyr Thr 

-15 -10 -5 

gag tac ace tgg gaa gta ttt ggc tac tgt cag gag ctg gag ttg tec 2 07 

Glu Tyr Thr Trp Glu Val Phe Gly Tyr Cys Gin Glu Leu Glu Leu Ser 
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1 5 10 15 

ttg cat tac ctt ctt ctg ccc tat ctg ctg eta ggt gta aac ctg ttt 255 

Leu His Tyr Leu Leu Leu Pro Tyr Leu Leu Leu Gly Val Asn Leu Phe 

20 25 30 

ttt ttc acc ctg act tgt gga acc aat cct ggc att ata aca aaa gca 303 
Phe Phe Thr Leu Thr Cys Gly Thr Asn Pro Gly lie lie Thr Lys Ala 

35 40 45 

aat gaa tta tta ttt ctt cat gtt tat gaa ttt gat gaa ktg atg ttt 351 
Asn Glu Leu Leu Phe Leu His Val Tyr Glu Phe Asp Glu Xaa Met Phe 

50 55 60 

cca aaa aac gtg agg tgc tct act tgt gat tta agg aaa cca get cga 399 
Pro Lys Asn Val Arg Cys Ser Thr Cys Asp Leu Arg Lys Pro Ala Arg 
65 70 75 80 

tec aas cac tgc akt gtg tgt aac tgg tgt gtg cac cgt ttc rac cat 447 
Ser Xaa His Cys Xaa Val Cys Asn Trp Cys Val His Arg Phe Xaa His 

85 90 95 

cac tgt gtt tgg gtg aac aac tgc ate ggg gee tgg aac ate agg tmc 495 
His Cys Val Trp Val Asn Asn Cys lie Gly Ala Trp Asn lie Arg Xaa 

100 105 110 

ttc etc ate tac gte ttg ace ttg acg gee teg get gee ace gte gee 543 
Phe Leu lie Tyr Val Leu Thr Leu Thr Ala Ser Ala Ala Thr Val Ala 

115 120 125 

att gtg age ace act ttt ctg gte cac ttg gtg gtg atg tea gat tta 591 
lie Val Ser Thr Thr Phe Leu Val His Leu Val Val Met Ser Asp Leu 

130 135 140 

tac eag gag act tac ate gat gae ctt gga cac etc eat gtt atg gac 63 9 

Tyr Gin Glu Thr Tyr lie Asp Asp Leu Gly His Leu His Val Met Asp 
145 150 155 160 

aeg gte ttt ctt att eag tac ctg ttc ctg act ttt cca egg att gte 687 
Thr Val Phe Leu lie Gin Tyr Leu Phe Leu Thr Phe Pro Arg lie Val 

165 170 175 

ttc atg ctg ggc ttt gte gtg gtt ctg arc ttc etc ctg ggt ggc tac 735 
Phe Met Leu Gly Phe Val Val Val Leu Xaa Phe Leu Leu Gly Gly Tyr 

180 185 190 

ctg ttg ttt gte ctg tat ctg geg gee acc aac eag act act aac gag 783 
Leu Leu Phe Val Leu Tyr Leu Ala Ala Thr Asn Gin Thr Thr Asn Glu 

195 200 205 

tgg tac aga rgt gac tgg gee tgg tgc eag cgt tgt ccc ctt gtg gee 831 
Trp Tyr Arg Xaa Asp Trp Ala Trp Cys Gin Arg Cys Pro Leu Val Ala 

210 215 220 

tgg cct ecg tea gca gar ccc caa gte cac egg aac att cac tec cat 879 
Trp Pro Pro Ser Ala Glu Pro Gin Val His Arg Asn lie His Ser His 
225 230 235 240 

ggg ctt egg arc aac ctt caa gar ate ttt eta cct gee ttt cca tgt 927 
Gly Leu Arg Xaa Asn Leu Gin Glu lie Phe Leu Pro Ala Phe Pro Cys 

245 250 255 

eat gag agg aag aaa caa gaa tgacmagtgt atgactgect ttgagctgta 978 
His Glu Arg Lys Lys Gin Glu 

260 

gttcecgttt atttacaeat gtggateetc gtttteeaaa aaaaaaaaaa 1028 

<210> 360 
<211> 452 
<212> DNA 
<213> Homo sapiens 

<220> 
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<221> CDS 
<222> 69. .434 



<220> 

<221> sig_peptide 

<222> 69. .236 

<223> Von Heijne matrix 

score 4.90000009536743 
seq FACVPGASPTTLA/FP 



<220> 

<221> polyA_signal 
<222> 419. .424 



<220> 

<221> polyA_site 
<222> 441. .452 



<220> 

<221> misc_f eature 

<222> 45,291 

<223> n=a, g, c or t 



<400> 360 

acagcgtgas tcgcccgcca gaagaatatg aaaaagcaga gcganctcgg ttaagggaaa 60 
gcgccgag atg acg ggc ttt ctg ctg ccg ccc gca age aga ggg act egg 110 
Met Thr Gly Phe Leu Leu Pro Pro Ala Ser Arg Gly Thr Arg 
-55 -50 -45 

aga tea tge age aga age aga aaa agg caa acg aga aga agg agg aac 158 
Arg Ser Cys Ser Arg Ser Arg Lys Arg Gin Thr Arg Arg Arg Arg Asn 

-40 -35 -30 

cca agt age ttt gtg get teg tgt cea ace etc ttg ccc tte gee tgt 2 06 

Pro Ser Ser Phe Val Ala Ser Cys Pro Thr Leu Leu Pro Phe Ala Cys 

-25 -20 -15 

gtg cct gga gee agt ccc ace acg etc gcg ttt cet ect gta ktg etc 254 
Val Pro Gly Ala Ser Pro Thr Thr Leu Ala Phe Pro Pro Val Xaa Leu 
-10 -5 15 

aca ggt ccc ave ace gat ggc att ccc ttt gee etr nak tet gca gcg 302 
Thr Gly Pro Xaa Thr Asp Gly lie Pro Phe Ala Leu Xaa Ser Ala Ala 

10 15 20 

ggt ecc ttt tgt get tec tte ccc tea ggt ave etc tet eee cet ggg 350 
Gly Pro Phe Cys Ala Ser Phe Pro Ser Gly Xaa Leu Ser Pro Pro Gly 

25 30 35 

cea etc ccg ggg gtg agg ggg tta ccc ett ecc agt gtt ttt tat tec 3 98 

Pro Leu Pro Gly Val Arg Gly Leu Pro Leu Pro Ser Val Phe Tyr Ser 

40 45 50 

tgt ggg get cac ccc aaa gta tta aaa gta get ttg taattcaaaa 444 
Cys Gly Ala His Pro Lys Val Leu Lys Val Ala Leu 
55 60 65 

aaaaaaaa 452 



<210> 361 

<211> 875 

<212> DNA 

<213> Homo sapiens 



<220> 



303 



<221> CDS 
<222> 628. .804 



<220> 

<221> sig_peptide 

<222> 628. .711 

<223> Von Heijne matrix 

score 4.19999980926514 
seq LMPVIPALQEAXA/GG 



<220> 

<221> polyA_site 
<222> 864 . .875 



<220> 

<221> Tnisc_f eature 

<222> 106,708 

<223> n=a, g, c or t 



<400> 361 

aaagatggac accgcggagg aagacatatg tagagtgtgt cggtcagaag gaacacctga 60 

gaaaccgctt tatcatcctt gtgtatgtac tggcagtatt aagttngtcc atcaagaatg 12 0 

cttagttcaa tggctgaaac acagtcgaaa agaatactgt gaattatgca agcacagatt 180 

tgcttttaca ccaatttatt ctccagatat gccttcacgg cttccaattc aagacatatt 24 0 

tgctggactg gttacaagta ttggcactgc aatacgatat tggtttcatt atacacttgt 3 00 

ggcctttgca tggttgggag ttgttcctct tacagcatgt gagtattcat gcctctgatt 360 

ggagttattt aaacattgca taactactta atattataaa gcaatattgc atcatattat 420 

tatttgactg atgtttagtt atttgatgtc agagtgtcat gtattaggaa agccttactt 480 

araaratgtt catcggaact aaraatgakt ttaacaggtc agttttttga gtgaatgtgg 540 

gaaaraacac agcatacaga atggctaacc atgaaagttc atgaaagcgt kgaaaaaatc 600 

aaatcaaatc ataattagat atgaagt atg eta rag ctt tea agg get aea aaa 654 

Met Leu Xaa Leu Ser Arg Ala Thr Lys 
-25 -20 

rac ggc egg geg egg tgg ctt atg cct gta ate eca gea ctt cag gag 702 
Xaa Gly Arg Ala Arg Trp Leu Met Pro Val lie Pro Ala Leu Gin Glu 

-15 -10 -5 

gcc gan gea ggc gga tea cga ggt cag gag ttt gaa act age etg gee 750 
Ala Xaa Ala Gly Gly Ser Arg Gly Gin Glu Phe Glu Thr Ser Leu Ala 

15 10 

aae atg gag act gag gca gga gaa ttg ett aaa ccc agg agg egg agg 798 
Asn Met Glu Thr Glu Ala Gly Glu Leu Leu Lys Pro Arg Arg Arg Arg 

15 20 25 

ttg car tgaactgaga tcgeaccact geactccagc ttgggcaaca gagcaagact 854 
Leu Gin 
30 

ttgtetegea aaaaaaaaaa a 8 75 



<210> 362 

<211> 531 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 70. .366 



<220> 



3 04 



<221> sig_peptide 
<222> 70. .108 
<223> Von Heijne matrix 
score 3 . 5 

seq MHLLSNWANPASS/RR 

<220> 

<221> polyA_signal 
<222> 496. .501 



<220> 

<221> polyA_site 
<222> 521. .531 



<400> 362 

aagtggccat ggcggataca gcgactacag catcggcggc ggcggctagt gccgctagcg 60 
cctcgagcg atg cac etc ctt tec aac tgg gca aac ccc get tee age aga 111 
Met His Leu Leu Ser Asn Trp Ala Asn Pro Ala Ser Ser Arg 
-10 -5 1 
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Thr 


Leu 








5 










10 










15 






gca 


cac 


tet 


ttg 


tea 


ctg 


aga 


gae 


gtc 


tea 


gag 


agg 


ctg 


tge 


age 


tge 


Ala 


His 


Ser 


Leu 


Ser 


Leu 


Arg 


Asp 


Val 


Ser 


Glu 


Arg 


Leu 


Cys 


Ser 


Cys 






20 










25 










30 








tgg 


agg 


act 


ata 


age 


atg 


gga 


eee 


tge 


gee 


egg 


ggg 


tea 


cca 


atg 


aac 


Trp 


Arg 


Thr 


He 


Ser 


Met 


Gly 


Pro 


Cys 


Ala 


Arg 


Gly 


Ser 


Pro 


Met 


Asn 




35 










40 










45 










age 


tet 


gga 


gtg 


cac 


aga 


aaa 


tea 


age 


agg 


eta 


tte 


tac 


ate 


egg 


aca 


Ser 


Ser 


Gly 


Val 


His 


Arg 


Lys 


Ser 


Ser 


Arg 


Leu 


Phe 


Tyr 


He 


Arg 


Thr 


50 










55 










60 










65 


cca 


atg 


aga 


aga 


tet 


tea 


tge 


cat 


tta 


gaa 


tgt 


erg 


gtt 


ata 


ttc 


ctt 


Pro 


Met 


Arg 


Arg 


Ser 


Ser 


Cys 


His 


Leu 


Glu 


Cys 


Xaa 


Val 


He 


Phe 


Leu 










70 










75 










80 





255 



303 



351 



ttg gga cge caa ttg taaktgttac ettcaaagga ttteettttc taaaaaatta 406 
Leu Gly Arg Gin Leu 
85 

ttttaratgt ctaactttat gttattgetc aegggtattt gactgaattg ttgatttagg 466 

ataagteaat tectggaggg aaattaccaa ataaaatgat atgtatttct taccacaaaa 526 

aaaaa 531 



<210> 363 

<211> 1244 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 70. .366 



<220> 

<221> sig_peptide 
<222> 70. .108 
<223> Von Heijne matrix 
score 3.5 

seq MHLLSNWANPASS/RR 



305 



<220> 

<221> polyA_site 
<222> 1233 . .1244 



<400> 363 

aagtggccat ggcggataca gcgactacag catcggcggc ggcggctagt gccgctagcg 60 
cctcgagcg atg cac etc ctt tec aac tgg gca aac ccc get tee age aga ill 
Met His Leu Leu Ser Asn Trp Ala Asn Pro Ala Ser Ser Arg 
-10 -5 1 

egt cct tct atg gee get tea ggc aet tet tgg ata tea teg ace etc 159 
Arg Pro Ser Met Ala Ala Ser Gly Thr Ser Trp lie Ser Ser Thr Leu 

5 10 15 

gca cac tet ttg tea etg aga gae gtc tea gag agg etg tge age tgc 2 07 

Ala His Ser Leu Ser Leu Arg Asp Val Ser Glu Arg Leu Cys Ser Cys 

20 25 30 

tgg agg aet ata age atg gga cce tge gee egg ggg tea cea atg aac 2 55 

Trp Arg Thr lie Ser Met Gly Pro Cys Ala Arg Gly Ser Pro Met Asn 

35 40 45 

age tet gga gtg cac aga aaa tea age agg eta ttc tac ate egg aca 303 
Ser Ser Gly Val His Arg Lys Ser Ser Arg Leu Phe Tyr lie Arg Thr 
50 55 60 65 

cea atg aga aga tct tea tgc cat tta raa tgt cag gtt ata ttc ett 351 
Pro Met Arg Arg Ser Ser Cys His Leu Xaa Cys Gin Val lie Phe Leu 

70 75 80 

ttg gga cge eaa ttg tagteggtet tctcttgccc aaccagacac tggeateeae 406 
Leu Gly Arg Gin Leu 
85 

tgtettetgg cagtggctga accagagcca eaatgeetgt gteaaetatg caaaccgeaa 466 
tgcraceaag eetteaeetg eatecaagtt catccaggga tacctgggag ctgteateag 526 
cgcegtetce attgctgtgg gccttatkte etggttcaga aageeaaeaa gtteacccca 586 
gccaeccgee ttctcatcca gaggtttgtg eegttccctg ctgtagccag tgecaatate 646 
tgcaatgtgg tectgatgeg gtaeggggag ctggaggaag ggattgatgt ectggacage 706 
gatggcaace tcgtgggctc ctccaagate geageeegae acgecctget ggagacggcg 766 
ctgacgegag tggtcetgec catgeccatc ctggtgetac cceegategt eatgtecatg 826 
etggagaaga eggctctcet geaggeaege eeeeggetge teeteectgt geaaagecte 886 
gtgtgectgg cagccttcgg cctggcectg ecgetggeea tcagcetett cecgeaaatg 946 
tcagagattg aaacatccca attagagccg gagatageee aggeeaegag eagecggaea 1006 
gtggtgtaca acaaggggtt gtgagtgtgg tcageggcet ggggaeggag eactgtgeag 1066 
eeggggaget gaggggcarg gcegtagaet eaeggetgea eetgeaggga geageaegce 1126 
aaccccagca gtectgggcc ecctgggaga gtgetcaace taeagtggag ggagaetgae 1186 
ceattcacat tttaacatag gcaagaggag ttctaacaca tttcgtacaa aaaaaaaa 1244 



<210> 364 

<211> 631 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 111. .434 



<220> 

<221> sig__peptide 

<222> 111. . 185 

<223> Von Heijne matrix 

score 3.90000009536743 
seq WIAAVTIAAGTAA/IG 



306 



<220> 

<221> polyA_site 
<222> 618 . .631 



<400> 364 

aatcgcggag tcggtgcttt agtacgccgc tggcaccttt actctcgccg gccgcgcgaa 60 
cccgtttgag ctcggtatcc tagtgcacac gccttgcaag cgacggcgcc atg agt 116 

Met Ser 
-25 

ctg act tec agt tec age gta cga gtt gaa tgg ate gca gea gtt ace 164 
Leu Thr Ser Ser Ser Ser Val Arg Val Glu Trp lie Ala Ala Val Thr 

-20 -15 -10 

att get get ggg aca get gca att ggt tat eta get tac aaa aga ttt 212 
lie Ala Ala Gly Thr Ala Ala lie Gly Tyr Leu Ala Tyr Lys Arg Phe 

-5 15 
tat gtt aaa gat eat cga aat aaa get atg ata aac ett cac ate eag 260 
Tyr Val Lys Asp His Arg Asn Lys Ala Met lie Asn Leu His lie Gin 
10 15 20 25 

aaa gae aac cce aag ata gta cat get ttt gac atg gag gat ttg gga 308 
Lys Asp Asn Pro Lys lie Val His Ala Phe Asp Met Glu Asp Leu Gly 

30 35 40 

gat aaa get gtg tac tgc egt tgt tgg agg tec aaa aag ttc cea tte 356 
Asp Lys Ala Val Tyr Cys Arg Cys Trp Arg Ser Lys Lys Phe Pro Phe 

45 50 55 

tgt gat ggg get cac aca aaa cat aac gaa gag act gga gac aat gtg 404 
Cys Asp Gly Ala His Thr Lys His Asn Glu Glu Thr Gly Asp Asn Val 

60 65 70 

ggc cet ctg ate ate aag aaa aaa gaa act taaatggaea cttttgatge 454 
Gly Pro Leu lie lie Lys Lys Lys Glu Thr 

75 80 
tgcaaatcag ettgtcgtga agttacctga ttgtttaatt araatgaeta ecacctctgt 514 
ctgattcaec ttcgctggat tetaaatgtg gtatattgcm aactgeaget ttcacattta 574 
tggcatttgt ettgttgaaa catcgtggtg cacatttgtt taaacaaaaa aaaaaaa 631 

<210> 365 
<211> 781 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 19. . 567 



<220> 

<221> sig_peptide 

<222> 19. .63 

<223> Von Heijne matrix 

score 8.39999961853027 
seq AMWLLCVALAVLA/WG 



<220> 

<221> polyA_signal 
<222> 749. .754 



<220> 

<221> polyA_site 



307 



<222> 771. .781 



<400> 365 

aagtgctgct tacccatc atg gaa gca atg tgg etc ctg tgt gtg gcg ttg 51 

Met Glu Ala Met Trp Leu Leu Cys Val Ala Leu 
-15 -10 -5 

gcg gtc ttg gca tgg ggc ttc etc tgg gtt tgg gac tec tea gaa cga 99 
Ala Val Leu Ala Trp Gly Phe Leu Trp Val Trp Asp Ser Ser Glu Arg 

15 10 
atg aag agt egg gag eag gga aga egg ctg gga gee gaa age egg acc 14 7 

Met Lys Ser Arg Glu Gin Gly Arg Arg Leu Gly Ala Glu Ser Arg Thr 

15 20 25 

etg ctg gtc ata gcg cae ect gac gat gaa gee atg ttt ttt get ecc 195 
Leu Leu Val He Ala His Pro Asp Asp Glu Ala Met Phe Phe Ala Pro 

30 35 40 

aca gtg eta ggc ttg gee cge eta agg cac tgg gtg tac ctg ett tge 243 
Thr Val Leu Gly Leu Ala Arg Leu Arg His Trp Val Tyr Leu Leu Cys 
45 50 55 60 

ttc tet gca gga aat tac tae aat caa gga gag act egt aag aaa gaa 291 
Phe Ser Ala Gly Asn Tyr Tyr Asn Gin Gly Glu Thr Arg Lys Lys Glu 

65 70 75 

ett ttg ear age tgt gat gtt ttg ggg att cca etc tec agt gta atg 339 
Leu Leu Gin Ser Cys Asp Val Leu Gly He Pro Leu Ser Ser Val Met 

80 85 90 

att att gac aac agg gat ttc cca rat gac cca ggc atg cag tgg gac 387 
He He Asp Asn Arg Asp Phe Pro Xaa Asp Pro Gly Met Gin Trp Asp 

95 100 105 

aca rag cac gtg gee ara gtc etc ett eag cac ata gaa gtg aat ggc 435 
Thr Xaa His Val Ala Xaa Val Leu Leu Gin His He Glu Val Asn Gly 

110 115 120 

ate aat ctg gtg gtg act ttc gat gca ggg gga rta agt ggc cac age 483 
He Asn Leu Val Val Thr Phe Asp Ala Gly Gly Xaa Ser Gly His Ser 
125 130 135 140 

aat cac att get ctg tat gca get gtg agg aag ett gag ggc caa att 531 
Asn His He Ala Leu Tyr Ala Ala Val Arg Lys Leu Glu Gly Gin He 

145 150 155 

tge aag ecc tgt ggc act gga caa gae ttt aag gaa tgagtgctgt 577 
Cys Lys Pro Cys Gly Thr Gly Gin Asp Phe Lys Glu 

160 165 
caateagtgt gcetccacet teaceatett ettcccctta etctcaette cgteatgtgt 637 
tttataeaac tetcaaatct ttcttggaga aggaggatat acataeataa tatgaaatgt 6 97 
gtttgttett caeagteacc cgattttact gatatttatt tgeattttae caataaaaag 757 
aaaatgcaag ctcaaaaaaa aaaa 781 

<210> 366 

<211> 931 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 19. .312 



<220> 

<221> sigjpeptide 

<222> 19. .63 

<223> Von Heijne matrix 



308 



score 8.39999961853027 
seq AMWLLCVALAVLA/WG 



<220> 

<221> polyA_signal 
<222> 896. .901 



<220> 

<221> polyA_site 
<222> 921. .931 



<220> 

<221> misc_feature 

<222> 388,391 

<223> n=a; g, c or t 



<400> 366 

aagtgctgct tacccatc atg gaa gca atg tgg etc ctg tgt gtg gcg ttg 51 

Met Glu Ala Met Trp Leu Leu Cys Val Ala Leu 
-15 -10 -5 

gcg gtc ttg gca tgg ggc ttc etc tgg gtt tgg gac tec tea gaa ega 99 
Ala Val Leu Ala Trp Gly Phe Leu Trp Val Trp Asp Ser Ser Glu Arg 

15 10 
atg aag agt egg gag eag gga rga egg ctg gga gee gaa age egg acc 14 7 

Met Lys Ser Arg Glu Gin Gly Xaa Arg Leu Gly Ala Glu Ser Arg Thr 

15 20 25 

ctg ctg gtc ata gcg cac cct gac gat gaa gee atg ttt ttt get ccc 195 
Leu Leu Val lie Ala His Pro Asp Asp Glu Ala Met Phe Phe Ala Pro 

30 35 40 

aca gtg eta ggc ttg gee cgc eta agg cac tgg gtg tac ctg ctt tge 24 3 

Thr Val Leu Gly Leu Ala Arg Leu Arg His Trp Val Tyr Leu Leu Cys 
45 50 55 60 

ttc tct gca gtt ttc egt agg gag eta agt gaa tac ace gaa rgt ctt 291 
Phe Ser Ala Val Phe Arg Arg Glu Leu Ser Glu Tyr Thr Glu Xaa Leu 

65 70 75 

acc tct gaa eec etc ama gee tagggacagg areggeeggc ttaectggtg 342 
Thr Ser Glu Pro Leu Xaa Ala 
80 

ggttggggga cgtcggcage teregtacta cgccagcagg attganganc acagaaacag 402 
ttgchsttgg ttgtattcag tacctkcatt tccgttggga aetecaeewg taettgttat 462 
kctgtggaac ttttttttat ttgtagaagg ageaagaata ttgaecttae tatatagcac 522 
acgaaaeaat ctatgctgta tcgtgectge teaatectta aagttaactt ctaatgatag 582 
taaaaracet tcctgctgcc tttaaaatge agcttgtget aktaacatgc atgtgtcaaa 642 
ttgaaraatt agaeatagat gaetaratar aaagtaattt tgtaggtaat tttaragtte 702 
aactccaccc agcttteakt gaaggaaect ttcaaataat aratttttgc ttaccatara 762 
raaaaratca aatgacaaag caaatattga ccattaagct ggaatatggt gataattgaa 822 
cagttgtata aatgaaktaa ttgaattgta cacatacaat gggtgaattt tatggcatgt 882 
caaagtatac ctcaataaag ctattttttt aaattgcmaa aaaaaaaaa 931 



<210> 367 

<211> 849 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 64. .612 



309 



<220> 

<221> sig_peptide 

<222> 64 . .234 

<223> Von Heijne matrix 

score 3.79999995231628 
seq QLWLVMEFCGAGS/VT 



<220> 

<221> polyA_site 
<222> 839. .849 



<400> 367 

acatacgggc aagtttataa gggtcgtcat gtcaaaacgg gccagcttgc agccatcaag 60 
gtt atg gat gtc aca ggg gat gaa gag gaa gaa ate aaa caa gaa att 108 
Met Asp Val Thr Gly Asp Glu Glu Glu Glu lie Lys Gin Glu lie 
-55 -50 -45 

aac atg ttg aag aaa tat tct cat cac egg aat att get aca tac tat 156 
Asn Met Leu Lys Lys Tyr Ser His His Arg Asn lie Ala Thr Tyr Tyr 

-40 -35 -30 

ggt get ttt ate aaa aag aac eca cca ggc atg gat gae caa ett tgg 2 04 

Gly Ala Phe lie Lys Lys Asn Pro Pro Gly Met Asp Asp Gin Leu Trp 

-25 -20 -15 

ttg gtg atg gag ttt tgt ggt get ggc tet gtc ace gae ctg ate aag 252 
Leu Val Met Glu Phe Cys Gly Ala Gly Ser Val Thr Asp Leu lie Lys 
-10 -5 15 

aac aca aaa ggt aac acg ttg aaa gag gag tgg att gea tac ate tgc 3 00 

Asn Thr Lys Gly Asn Thr Leu Lys Glu Glu Trp lie Ala Tyr lie Cys 

10 15 20 

msg gaa ate tta egg ggg ctg art cac ctg cac cag cat aaa gtg att 348 
Xaa Glu lie Leu Arg Gly Leu Xaa His Leu His Gin His Lys Val lie 

25 30 35 

eat ega rat att aaa ggg caa aat gtc ttg ctg act gaa aat gea gaa 3 96 

His Arg Xaa lie Lys Gly Gin Asn Val Leu Leu Thr Glu Asn Ala Glu 

40 45 50 

gtt aaa eta gtg gae ttt gga rtc akt get cag ett gat ega aca gtg 444 
Val Lys Leu Val Asp Phe Gly Xaa Xaa Ala Gin Leu Asp Arg Thr Val 
55 60 65 70 

ggc agg arg aat act tte att gga act ccc tac tgg atg gea eca raa 492 
Gly Arg Xaa Asn Thr Phe lie Gly Thr Pro Tyr Trp Met Ala Pro Xaa 

75 80 85 

gtt att gee tgt gat gaa aac cca sat gee aca tat gat ttc aar art 54 0 

Val lie Ala Cys Asp Glu Asn Pro Xaa Ala Thr Tyr Asp Phe Lys Xaa 

90 95 100 

gae ttg tgg tct ttg ggt ate acc gcc att gaa atg gea gaa ggg etc 588 
Asp Leu Trp Ser Leu Gly lie Thr Ala lie Glu Met Ala Glu Gly Leu 

105 110 115 

ccc etc tct gtg aca tgc ace eca tgagagctet ctteetcate ecccggaatc 642 
Pro Leu Ser Val Thr Cys Thr Pro 

120 125 
cagegcetcg getgaagtct aagaagtggt caaaaaaatt ceagtcattt attgagaget 702 
gcttggtaaa aaatcacage cagegaecag caacagaaca attgatgaag cateeattta 762 
tacgagacca acctaatgag cgacaggtec geattcaact caaggaccat attgatagaa 822 
caaagaagaa gegaggaaaa aaaaaaa 849 



<210> 368 
<211> 644 



310 



<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 39. .458 



<220> 

<221> sig_jpeptide 

<222> 39. .80 

<223> Von Heijne matrix 

score 4.40000009536743 
seq FLTALLWRGRIPG/RQ 



<220> 

<221> polyA_signal 
<222> 613 . .618 



<220> 

<221> polyA_site 
<222> 633 . .644 



<220> 

<221> misc_feature 
<222> 30 

<223> n=a, g, c or t 
<400> 368 

cicfcggagacg cagagtcttg agcagcgcgn caggcacc atg ttc ctg act gcg etc 56 

Met Phe Leu Thr Ala Leu 
-10 

etc tgg cgc ggc cgc att ccc ggc cgt cag tgg ate ggg aag cae egg 104 
Leu Trp Arg Gly Arg lie Pro Gly Arg Gin Trp lie Gly Lys His Arg 

-5 15 
egg ccg egg ttc gtg teg ttg cgc gee aag eag aae atg ate cgc cgc 152 
Arg Pro Arg Phe Val Ser Leu Arg Ala Lys Gin Asn Met lie Arg Arg 

10 15 20 

ctg gag ate gag gcg gag aae cat tac tgg ctg age atg ccc tac atg 200 
Leu Glu lie Glu Ala Glu Asn His Tyr Trp Leu Ser Met Pro Tyr Met 
25 30 35 40 

ace egg gag cag gag ege ggc cae gee gcg ttg cgc agg agg gag gcc 248 
Thr Arg Glu Gin Glu Arg Gly His Ala Ala Leu Arg Arg Arg Glu Ala 

45 50 55 

ttc gag gcc ata aag gcg gee gcc act tec aag ttc ccc ccg cat aga 296 
Phe Glu Ala lie Lys Ala Ala Ala Thr Ser Lys Phe Pro Pro His Arg 

60 65 70 

ttc att gcg gae cag etc gac cat etc aat vgt cae caa gaa atg gtc 344 
Phe lie Ala Asp Gin Leu Asp His Leu Asn Xaa His Gin Glu Met Val 

75 80 85 

eta ate ctg agt cgt cae cet tgg att tta tgg ate acg gag ctg ace 3 92 

Leu lie Leu Ser Arg His Pro Trp lie Leu Trp lie Thr Glu Leu Thr 

90 95 100 

ate ttt acc tgg tet gga ctg aaa aae tgt age ttg tgt gaa aat gag 440 
lie Phe Thr Trp Ser Gly Leu Lys Asn Cys Ser Leu Cys Glu Asn Glu 
105 110 115 120 

ctt tgg acc agt ctt tat taaaacaaac aaacatgagt agtctgcata 488 
Leu Trp Thr Ser Leu Tyr 



311 



125 

tcgaatatct agagctctaa accccccaat acttaaaagt ctaattgctg tcctgtggtt 548 

tcattagtct gataggaaga tagggatttc ctcagtcaca gatgatattt tgaaggaaag 608 

ctgcaataaa gccacaatga tttgaaaaaa aaaaaa 644 

<210> 369 

<211> 918 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 9. .185 

<220> 

<221> sig_j)eptide 
<222> 9. .50 

<223> Von Heijne matrix . 

score 3.70000004768372 
seq AALVTVLFTGVRR/LH 

<220> 

<221> polyA_site 
<222> 906. .918 



<400> 369 

agctcagc atg get get tta gtg act gtt etc ttc aca ggt gtc egg agg 50 
Met Ala Ala Leu Val Thr Val Leu Phe Thr Gly Val Arg Arg 
-10 -5 
etg cac tge age gcr sag ett ggg egg geg gee agt ggc grc tac age 98 
Leu His Cys Ser Ala Xaa Leu Gly Arg Ala Ala Ser Gly Xaa Tyr Ser 
15 10 15 

agg aac tgg ctg cea ace cet ccg get acg ggc ccc tta ecg age tec 146 
Arg Asn Trp Leu Pro Thr Pro Pro Ala Thr Gly Pro Leu Pro Ser Ser 

20 25 30 

cag act ggt cat atg egg atg gcc gcc ctg etc ccc caa tgaaaggcea 195 
Gin Thr Gly His Met Arg Met Ala Ala Leu Leu Pro Gin 

35 40 45 

gcttcgaaaa aaagctgaaa gggagaektt tgcaaracra kttgtactgc tgtcacagga 2 55 
^stggacgct ggattacaas catggeasct caggcagcar aakttgcagg aaraacaaag 315 
gaagcaggaa aatgctctta aacccaaagg ggcttcactg aaaascccac ttceaaktca 3 75 
ataaaaagca actcctgcct ccctteetea cectgtctet ggatttcttt tctatcacet 435 
aratgettca tccagccara aaatagcett cackktcccc atctgtcttc arageaaaar 4 95 
agetgggacm ecaaraacaa gctgttarat cactgectgg gaggcttgge ttartactet 555 
eatetetggt tecattccag ttcagetaag tettgettta aaatttttac ctectagctg 615 
ggtgcggtgg ctcaegcctg taatceeage aetttgggag getgaggcgg geagatcaca 675 
agatcaggag ttcgagacea gectggccaa cccagcctgg tcaaeatggt gaaaecctgt 735 
ccctaetaaa gatacaaaca attagceggg cgtggtgggg tgcgcttgta atcceagcta 795 
ctcaggaggc tgaggcagga gaategctta aactcgggag gtagaggttg cagtgagcca 855 
aggtcacacc attgeactcc aacetgggeg acagggcgag actctgtctc aaaaaaaaaa 915 
aaa 918 



<210> 370 

<211> 472 

<212> DNA 

<213> Homo sapiens 



312 



<220> 
<221> CDS 
<222> 14. .316 



<220> 

<221> sig_peptide 

<222> 14. .121 

<223> Von Heijne matrix 

score 5.19999980926514 
seq PLRLLNLLILIEG/SV 



<220> 

<221> polyA_signal 
<222> 442. .447 



<220> 

<221> polyA_site 
<222> 458 . .471 



<400> 370 

attatataga gcc atg ggg cct tac aac gtg gca gtg cct tea gat gta 49 
Met Gly Pro Tyr Asn Val Ala Val Pro Ser Asp Val 
-35 -30 -25 

tct cat gcc cgc ttt tat ttc tta ttt cat cga cca tta agg ctg tta 97 
Ser His Ala Arg Phe Tyr Phe Leu Phe His Arg Pro Leu Arg Leu Leu 

-20 -15 -10 

aat ctg etc ate ett att gag ggc agt gtc gtc ttc tat cag etc tat 145 
Asn Leu Leu lie Leu lie Glu Gly Ser Val Val Phe Tyr Gin Leu Tyr 

-5 15 
tec ttg ctg egg teg gag aag tgg aac cac aca ctt tec atg get etc 193 
Ser Leu Leu Arg Ser Glu Lys Trp Asn His Thr Leu Ser Met Ala Leu 

10 15 20 

ate etc ttc tgc aac tac tat gtt tta ttt aaa ett etc egg gae aga 241 
lie Leu Phe Cys Asn Tyr Tyr Val Leu Phe Lys Leu Leu Arg Asp Arg 
25 30 35 40 

wta kta tta ggc agg gca tac tee tac cca etc aac agt tat gaa etc 289 
Xaa Xaa Leu Gly Arg Ala Tyr Ser Tyr Pro Leu Asn Ser Tyr Glu Leu 

45 50 55 

aag gea aac twa get gcc tct caw caa tgagggagaa eteagataaa 336 
Lys Ala Asn Xaa Ala Ala Ser Xaa Gin 

60 65 
aatattttca tacgttctat ttttttettg tgatttttat aaatatttaa gatattttat 396 
attttgtata ctattatgtt ttgaaagteg ggaagagtaa gggatattaa atgtatccgt 4 56 
aaaeaaaaaa aaaaam 4 72 



<210> 371 

<211> 1504 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 70. .1092 



<220> 

<221> sig_peptide 
<222> 70. .234 



313 



<223> Von Heijne matrix 

score 4.09999990463257 
seq AVCAALLASHPTA/EV 

<220> 

<221> polyA_signal 
<222> 1475. .1480 

<220> 

<221> polyA_site 
<222> 1493 . .1504 



<400> 371 

agaaatcgta ggacttccga aagcagcggc ggcgtttgct tcactgcttg gaagtgtgag 60 
tgcgcgaag atg cga aag gtg gtt ttr att acc ggg get age agt ggc att 111 
Met Arg Lys Val Val Leu lie Thr Gly Ala Ser Ser Gly lie 
-55 -50 -45 

ggc ctg gcc etc tge aag egg ctg etg geg gaa gat gat gag ctt cat 159 
Gly Leu Ala Leu Cys Lys Arg Leu Leu Ala Glu Asp Asp Glu Leu His 

-40 -35 -30 

ctg tgt ttg geg tgc agg aat atg age aag gca gaa get gte tgt get 207 
Leu Cys Leu Ala Cys Arg Asn Met Ser Lys Ala Glu Ala Val Cys Ala 
-25 -20 -15 -10 

get etg etg gcc tct cae eec act get gag gtc ace att gte eag gtg 2 55 

Ala Leu Leu Ala Ser His Pro Thr Ala Glu Val Thr lie Val Gin Val 

-5 1 5 ^ 

gat gtc age aac ctg eag tea ttc tte egg gee tee aag gaa ctt aag 3 03 

Asp Val Ser Asn Leu Gin Ser Phe Phe Arg Ala Ser Lys Glu Leu Lys 

10 15 20 

caa agg ttt cag aga tta gae tgt ata tat eta aat get ggg ate atg 351 
Gin Arg Phe Gin Arg Leu Asp Cys lie Tyr Leu Asn Ala Gly lie Met 

25 30 35 

cct aat cea eaa eta aat ate aaa gca ctt ttc ttt ggc etc ttt tea 3 99 

Pro Asn Pro Gin Leu Asn lie Lys Ala Leu Phe Phe Gly Leu Phe Ser 
40 45 50 55 

aga aaa gtg att cat atg ttc tec aca get gaa ggc etg etg ace cag 447 
Arg Lys Val lie His Met Phe Ser Thr Ala Glu Gly Leu Leu Thr Gin 

60 65 70 

ggt gat aag ate act get gat gga ctt eag gag gtg ttt gag ace aat 495 
Gly Asp Lys lie Thr Ala Asp Gly Leu Gin Glu Val Phe Glu Thr Asn 

75 80 85 

gte ttt ggc cat ttt ate ctg att egg gaa ctg gag cct etc etc tgt 543 
Val Phe Gly His Phe lie Leu lie Arg Glu Leu Glu Pro Leu Leu Cys 

90 95 100 

cac agt gae aat cea tct cag etc ate tgg aca tea tct egc agt gca 591 
His Ser Asp Asn Pro Ser Gin Leu lie Trp Thr Ser Ser Arg Ser Ala 

105 110 115 

agg aaa tct aat ttc age etc gag gae tte eag eac age aaa ggc aag 639 
Arg Lys Ser Asn Phe Ser Leu Glu Asp Phe Gin His Ser Lys Gly Lys 
120 125 130 135 

gaa cee tae age tct tee aaa tat gcc act gae ctt ttg agt gtg get 687 
Glu Pro Tyr Ser Ser Ser Lys Tyr Ala Thr Asp Leu Leu Ser Val Ala 

140 145 150 

ttg aae agg aac tte aac eag eag ggt etc tat tee aat gtg gee tgt 735 
Leu Asn Arg Asn Phe Asn Gin Gin Gly Leu Tyr Ser Asn Val Ala Cys 

155 160 165 

cea ggt aca gca ttg acc aat ttg aea tat gga att ctg cct ccg ttt 783 



314 



Pro Gly Thr Ala Leu Thr Asn Leu Thr Tyr Gly lie Leu Pro Pro Phe 

170 175 180 

ata tgg acg ctg ttg atg ccg gca ata ttg eta ctt cgc ttt ttt gca 831 
lie Trp Thr Leu Leu Met Pro Ala lie Leu Leu Leu Arg Phe Phe Ala 

185 190 195 

aat gca ttc act ttg aca cca tat aat gga aca gaa get ctg gta tgg 879 
Asn Ala Phe Thr Leu Thr Pro Tyr Asn Gly Thr Glu Ala Leu Val Trp 
200 205 210 215 

ctt ttc cac caa aag cct gaa tct etc aat cct ctg ate aaa tat ctg 92 7 

Leu Phe His Gin Lys Pro Glu Ser Leu Asn Pro Leu lie Lys Tyr Leu 
220 225 230 

gee acc act ggc ttt gga aga aat tac att atg ace cag aag atg 975 
Ser Ala Thr Thr Gly Phe Gly Arg Asn Tyr lie Met Thr Gin Lys Met 

235 240 245 

gae eta gat gaa gae act get gaa aaa ttt tat caa aag tta ctg gaa 1023 
Asp Leu Asp Glu Asp Thr Ala Glu Lys Phe Tyr Gin Lys Leu Leu Glu 

250 255 260 

ctg gaa aag cac att agg gtc act att caa aaa aea gat aat cag gee 1071 
Leu Glu Lys His lie Arg Val Thr lie Gin Lys Thr Asp Asn Gin Ala 

265 270 275 

agg etc agt ggc tea tgc eta taattccage actttgggag gecaaggcag 1122 
Arg Leu Ser Gly Ser Cys Leu 
280 285 

aaggatcact tgagaccagg agtteaagae cagcetgaga aacatagtga gcccttgtct 1182 
etaeaaaaag aaataaaaat aatagetggg tgtggtggca tgcgcatgta gtceeagcta 1242 
etcagaagga tgaggtggga ggatetettg aggctgggag gcagaggttg cagtgagctg 13 02 
agattgtgec actgcactce agectgggtg acagegagac cctgtctcaa aatatgtata 1362 
tatttaatat atatataaaa ceagagctga caatgacaet ctggaaeatt geatacette 1422 
tgtacattet ggggtacatg gatttctact gagttggata atatgcattt gtaataaact 14 82 
atgaactatg aaaaaaaaaa aa 1504 



<210> 372 

<211> 765 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 274. .597 

<220> 

<221> sig_peptide 

<222> 274. .399 

<223> Von Heijne matrix 

score 5.19999980926514 
seq LLFDLVCHEFCQS/DD 



<220> 

<221> polyA_signal 
<222> 731 . . 736 



<220> 

<221> polyA_site 
<222> 754 . . 765 



<220> 

<221> misc feature 
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<222> 552 

<223> n=a, g, c or t 



<400> 372 

accaggaaca tccagctatt tatgatagca tttgcttcat tatgtcaagt tcaacaaatg 6 0 

ttgacttgct ggtgaaggtg ggggaggttg tggacaagct ctttgatttg gatgagaaac 12 0 
taatgttaag aatgggtcag aaatggggct gctcagcctc tggaccaacc ccaggaagag 18 0 
tctgaagagc agccagtgtt tcggcttgtg ccctgtatac ttgaagctgc caaacaagta 24 0 
cgttctgaaa atccagaatg gcttgatgtt tac atg cac att tta caa ctg ctt 294 

Met His lie Leu Gin Leu Leu 
-40 

act aca gtg gat gat gga att caa gca att gta cat tgt cct gac act 342 

Thr Thr Val Asp Asp Gly lie Gin Ala lie Val His Cys Pro Asp Thr 

-35 -30 -25 -20 

gga aaa gac att tgg aat tta ctt ttt gac ctg gtc tgc cat gaa ttc 390 

Gly Lys Asp lie Trp Asn Leu Leu Phe Asp Leu Val Cys His Glu Phe 

-15 -10 -5 

tgc cag tct gat gat cca gcc ate att ctt caa raa car aaa acr gtg 438 
Cys Gin Ser Asp Asp Pro Ala lie lie Leu Gin Xaa Gin Lys Thr Val 

15 10 
eta gcc tct gtt ttt tea gtg ttg tct gcc ate tat gcc tea cag act 486 
Leu Ala Ser Val Phe Ser Val Leu Ser Ala lie Tyr Ala Ser Gin Thr 

15 20 25 

gag caa gak tat eta aar ata raa aaa gga gac ggt ggc tea ggg agt 534 
Glu Gin Xaa Tyr Leu Lys lie Xaa Lys Gly Asp Gly Gly Ser Gly Ser 
30 35 40 45 

aaa gga agg cca ktt gan caa aca gaa ktg ttc etc tgc att tea aaa 582 
Lys Gly Arg Pro Xaa Xaa Gin Thr Glu Xaa Phe Leu Cys lie Ser Lys 

50 55 60 

cct tct tec ttt eta tagecctgtg gtggaagatt ttattaaaat cctacgtgaa 63 7 

Pro Ser Ser Phe Leu 

65 

gttgataagg egcttgctga tgaettggaa aaaaacttec caagtttgaa ggttcagact 697 
taaaaectga attggaatta ettctgtaca agaaataaac tttatttttc teactgacaa 757 
aaaaaaaa 765 



<210> 373 

<211> 1041 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 230. .469 



<220> 

<221> sig_peptide 

<222> 230. .307 

<223> Von Heijne matrix 

score 4.90000009536743 
seq VLCTNQVLITARA/VP 



<220> 

<221> polyA_signal 
<222> 1004. .1009 



<220> 
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<221> polyA_site 
<222> 1027. . 1040 



<400> 373 

aacttccaag ttgtagtgtt gttgttttca gcctgctgct gctgctgcta ttgcggctag 60 

gggaaccgtc gtggggaagg atggtgtgcg aaaaatgtga aaagaaactt ggtactgtta 120 

tcactccaga tacatggaaa gatggtgcta ggaataccac agaaagtggt ggaagaaagc 180 

tgaatgaaaa taaagctttg acttcaaaaa aagccagaat tgatccata atg gaa gaa 238 

Met Glu Glu 
-25 

ata agt tct cca ctt gta gaa ttt gta aaa gtt ttg tgc acc aac cag 286 
lie Ser Ser Pro Leu Val Glu Phe Val Lys Val Leu Cys Thr Asn Gin 

-20 -15 -10 

gtt etc att act gcc agg get gtg act aca aaa aag gca tct gtg cga 334 
Val Leu lie Thr Ala Arg Ala Val Pro Thr Lys Lys Ala Ser Val Arg 

-5 15 

tgt gtg gaa aaa agg ttt tgg ata cca aaa act aca age aaa cat ctg 382 
Cys Val Glu Lys Arg Phe Trp lie Pro Lys Thr Thr Ser Lys His Leu 
10 15 20 25 

tct aga tgt att gat gga att tct ggc ttt eta aat gat ttt act ttc 43 0 
Ser Arg Cys lie Asp Gly lie Ser Gly Phe Leu Asn Asp Phe Thr Phe 

30 35 40 

tgc ctt gaa ttt tea agg cat aga tgt caa ctt aca gaa taacatgtkt 479 
Cys Leu Glu Phe Ser Arg His Arg Cys Gin Leu Thr Glu 

45 50 

taagataatt aagtktaaac cagaraattt gattgttact cattttgctc tcatgtkcta 53 9 

aaacagcaac agtgtaacta gtcttttgtt gtaaatggtt attttcctta taaaaatttt 599 

aaaaactaag tggcaaattc catgaaaata tttctcagtt ctgtatgcac ttttatttaa 659 

cattattcat ataattctcc ccccaccact ttatttataa atactgcaaa aktgaraagg 719 

agataataaa tactttgctc tgaatttggc atccaaagtt aacatttctc ccctcactcc 779 

cttgctggtg tcatagttat tagaatcagc agcctcttaa ctaattgcgg tttcatagga 83 9 

tatataaatg tttcaagcca ttattgctga atggttcttt agttattaac ctagacccaa 899 

atcaaagacc agttggattt atgatatttt ttatttgttc ttgcagccaa agtgccagtt 95 9 

tctttaatat gtgaccaaga acacaaggag catccatatg gccaaataaa tacactgaat 1019 

tttagaaaaa caaaaaaaaa ar 1041 



<210> 374 

<211> 1164 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 72 . .545 



<220> 

<221> sig_j)eptide 
<222> 72 . .203 
<223> Von Heijne matrix 
score 5 . 5 

seq ILFFTGWWIMIDA/AV 



<220> 

<221> polyA_site 
<222> 1151. .1162 



<400> 374 
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aaagtcggcg tggacgtttg aggaagctgg gatacagcat ttaatgaaaa atttatgctt 6 0 

aagaagtaaa a atg gca ggc ttc eta gat aat ttt cgt tgg cca gaa tgt 110 
Met Ala Gly Phe Leu Asp Asn Phe Arg Trp Pro Glu Cys 
-40 -35 



gaa 


tgt 


att 


gae 


tgg 


agt 


gag 


aga 


aga 


aat 


get 


gtg 


gca 


tet 


gtt 


gtc 


158 


Glu 


Cys 


He 


Asp 


Trp 


Ser 


Glu 


Arg 


Arg 


Asn 


Ala 


Val 


Ala 


Ser 


Val 


Val 






-30 










-25 










-20 












gca 


ggt 


ata 


ttg 


ttt 


ttt 


aea 


ggc 


tgg 


tgg 


ata 


atg 


att 


gat 


gca 


get 


206 


Ala Gly 


He 


Leu 


Phe 


Phe 


Thr 


Gly 


Trp 


Trp 


He 


Met 


He 


Asp 


Ala 


Ala 




-15 










-10 










-5 










1 




gtg 


gtg 


tat 


eet 


aag 


cca 


gaa 


cag 


ttg 


aac 


eat 


gee 


ttt 


cac 


aca 


tgt 


254 


Val 


Val 


Tyr 


Pro 


Lys 


Pro 


Glu 


Gin 


Leu 


Asn 


His 


Ala 


Phe 


His 


Thr 


Cys 










5 










10 










15 








ggt 


gta 


ttt 


tec 


aca 


ttg 


get 


ttc 


ttc 


atg 


ata 


aat 


get 


gta 


tec 


aat 


302 


Gly Val 


Phe 


Ser 


Thr 


Leu 


Ala 


Phe 


Phe 


Met 


He 


Asn 


Ala 


Val 


Ser 


Asn 








20 










25 










30 










get 


cag 


gtg 


aga 


ggt 


gat 


age 


tat 


gaa 


age 


ggc 


tgt 


tta 


gga 


aga 


aca 


350 


Ala 


Gin 


Val 


Arg 


Gly 


Asp 


Ser 


Tyr 


Glu 


Ser 


Gly 


Cys 


Leu 


Gly 


Arg 


Thr 






35 










40 










45 












ggt 


get 


ega 


gtt 


tgg 


ctt 


ttc 


att 


ggt 


ttc 


atg 


ttg 


atg 


ttt 


ggg 


tea 


398 


Gly Ala 


Arg 


Val 


Trp 


Leu 


Phe 


He 


Gly 


Phe 


Met 


Leu 


Met 


Phe 


Gly 


Ser 




50 










55 










60 










65 




ctt 


att 


get 


tec 


atg 


tgg 


att 


ctt 


ttt 


ggt 


gca 


tat 


gtt 


ace 


caa 


aat 


446 


Leu 


He 


Ala 


Ser 


Met 


Trp 


He 


Leu 


Phe 


Gly 


Ala 


Tyr 


Val 


Thr 


Gin 


Asn 












70 










75 










80 






act 


gat 


gtt 


tat 


eeg 


gga 


eta 


get 


gtg 


ttt 


ttt 


eaa 


aat 


gca 


ctt 


ata 


494 


Thr 


Asp 


Val 


Tyr 


Pro 


Gly 


Leu 


Ala 


Val 


Phe 


Phe 


Gin 


Asn 


Ala 


Leu 


He 










85 










90 










95 








ttt 


ttt 


age 


act 


etg 


ate 


tac 


aaa 


ttt 


gga 


aga 


ace 


gaa 


gag 


eta 


tgg 


542 


Phe 


Phe 


Ser 


Thr 


Leu 


He 


Tyr 


Lys 


Phe 


Gly 


Arg 


Thr 


Glu 


Glu 


Leu 


Trp 





100 105 110 



ace tgagateact tcttaagtca catttteett ttgttatatt ctgtttgtag 595 
Thr 

ataggttttt tatetctcag tacacattgc eaaatggagt agattgtaea ttaaatgttt 655 

tgtttcttta catttttatg ttctgagttt tgaaatagtt ttatgaaatt tctttatttt 715 

teattgeata gactgttaat atgtatataa taeaagacta tatgaattgg ataatgagta 775 

teagtttttt attectgaga tttagaaett gatetaetee ctgagceagg gttaeateat 83 5 

ettgtcattt tagaagtaac cactettgte tetctggctg ggcacggtgg etcatgectg 895 

taatcceage aetttgggag gecgaggegg geegattget tgaggtcaag tgtttgagae 955 

eagcetggee aacatggcga aaccccatet aetaaaaata caaaaattag ccaggcatgg 1015 

tggtgggtgc ctgtaatccc aactaectag gaggctgagg caggagaatc gcttgaaccc 1075 

ggggggcaga ggttgyagtg agctgagttt gcgccactgc aetctageet gggggagaaa 1135 

gtgaaactec ctetcaaaaa aaaaaaamc 1164 



<210> 375 

<211> 1250 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 36 . .425 



<220> 

<221> sig_j)eptide 

<222> 36. .119 

<223> Von Heijne matrix 
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score 11.6000003814697 
seq LLLLVQLLRFLRA/DG 

<220> 

<221> polyA_signal 
<222> 1215. .1220 

<220> 

<221> polyA_site 
<222> 1240. .1250 

<220> 

<221> misc_feature 
<222> 576 

<223> n=a, g, c or t 
<400> 375 

atttcttccc cccgagctgg gcgtgcgcgg ccgca atg aac tgg gag ctg ctg 53 

Met Asn Trp Glu Leu Leu 
-25 



ctg 


tgg 


ctg 


ctg 


gtg 


ctg 


tgc 


gcg 


ctg 


etc 


ctg 


etc 


ttg 


gtg 


cag 


ctg 


101 


Leu 


Trp 


Leu 


Leu 


Val 


Leu 


Cys 


Ala 


Leu 


Leu 


Leu 


Leu 


Leu 


Val 


Gin 


Leu 








-20 










-15 










-10 










ctg 


cgc 


ttc 


ctg 


agg 


get 


gac 


ggc 


gac 


ctg 


aeg 


eta 


eta 


tgg 


gee 


gag 


14 9 


Leu 


Arg 


Phe 


Leu 


Arg 


Ala 


Asp 


Gly 


Asp 


Leu 


Thr 


Leu 


Leu 


Trp 


Ala 


Glu 






-5 










1 








5 










10 




tgg 


cag 


gga 


cga 


cgc 


cea 


gaa 


tgg 


gag 


ctg 


act 


gat 


atg 


gtg 


gtg 


tgg 


197 


Trp 


Gin 


Gly 


Arg 


Arg 


Pro 


Glu 


Trp 


Glu 


Leu 


Thr 


Asp 


Met 


Val 


Val 


Trp 












15 










20 










25 






gtg 


act 


gga 


gcc 


teg 


agt 


gga 


att 


ggt 


gag 


gag 


ctg 


get 


tac 


cag 


ttg 


245 


Val 


Thr 


Gly 


Ala 


Ser 


Ser 


Gly 


He 


Gly 


Glu 


Glu 


Leu 


Ala 


Tyr 


Gin 


Leu 










30 










35 










40 








tct 


aaa 


eta 


gga 


gtt 


tet 


ctt 


gtg 


ctg 


tea 


gcc 


aga 


aga 


gtg 


eat 


gag 


293 


Ser 


Lys 


Leu 


Gly 


Val 


Ser 


Leu 


Val 


Leu 


Ser 


Ala 


Arg 


Arg 


Val 


His 


Glu 








45 










50 










55 










ctg 


gaa 


agg 


gtg 


aaa 


aga 


aga 


tgc 


eta 


gag 


aat 


ggc 


aat 


tta 


aaa 


gaa 


341 


Leu 


Glu 


Arg 


Val 


Lys 


Arg 


Arg 


Cys 


Leu 


Glu 


Asn 


Gly 


Asn 


Leu 


Lys 


Glu 






60 










65 










70 












aaa 


gat 


ata 


ctt 


gtt 


ttg 


cee 


ctt 


gac 


ctg 


ace 


gac 


act 


ggt 


tec 


cat 


389 


Lys 


Asp 


He 


Leu 


Val 


Leu 


Pro 


Leu 


Asp 


Leu 


Thr 


Asp 


Thr 


Gly 


Ser 


His 




75 










80 










85 










90 




gaa 


age 


ggc 


tac 


caa 


age 


tgt 


tet 


cea 


gga 


att 


tgg 


tagaategae 




435 


Glu 


Ser 


Gly 


Tyr 


Gin 


Ser 


Cys 


Ser 


Pro 


Gly 


He 


Trp 













95 100 



attetggtea aeaatgtgga aatgteecag cgttctctgt geatggatae caacttggat 4 95 

gtetaeagaa agetaatgag agettaacta cttagggacg gtgtecttga eaaaatgtgk 555 

kctgcctcac atgatcgaga ngaarcaagg aaagattgtt actgtgaata gcatcetggg 615 

tateatatct gtacctcttt ceattggata etgtgetage aageatgete tceggggktk 675 

ktttaatgge etteraaeag aaettgccac atacccargt ataatagttt etaacatttg 735 

cecaggacet gtgeaateaa atattgtgga aaattcecta getggagaag tcacaaagae 795 

tataggeaat aatggagaee agtcccacaa gatgacaace agtegttgtg tgcggctgat 855 

gttaatcage atggccaatg atttgaaaga agtttggatc tcagaacaac etttcttgtt 915 

agtaacatat ttgtggeaat acatgecaac etgggeetgg tggataacca aeaagatggg 975 

gaagaaaagg attgagaact ttaagagtgg tgtggatgca gaetcttett attttaaaat 1035 

ctttaagaea aaacatgact gaaaagagea ectgtaettt teaagecact ggagggagaa 1095 

atggaaaaea tgaaaaeage aatcttctta tgcttctgaa taateaaaga ctaatttgtg 1155 

attttaettt ttaatagata tgaetttgct tccaaeatgg aatgaaataa aaaataaata 1215 



319 



ataaaagatt gccatgaatc ttgcaaaaaa aaaaa 



1250 



<210> 376 

<211> 947 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 155. .751 



<220> 

<221> sig_peptide 

<222> 155. .340 

<223> Von Heijne matrix 

score 3.70000004768372 
seq SILGIISVPLSIG/YC 



<220> 

<221> polyA_signal 
<222> 912. .917 



<220> 

<221> polyA_site 
<222> 937. .947 



<220> 

<221> misc_f eature 
<222> 760 

<223> n=a, g, c or t 
<400> 376 

agtgaaaaga agatgcctag agaatggcaa tttaaaagaa aaagatatac ttgttttgcc 60 
ccttgacctg accgacactg gttcccatga agcggctacc aaagctgttc tccaggagtt 12 0 
tggtagaatc gacattctgg tcaacaatgg tgga atg tec cag cgt tct ctg tgc 175 

Met Ser Gin Arg Ser Leu Cys 
-60 

atg gat acc age ttg gat gtc tac aga rag eta ata gag ctt aac tac 223 

Met Asp Thr Ser Leu Asp Val Tyr Arg Xaa Leu lie Glu Leu Asn Tyr 

-55 -50 -45 -40 

tta ggg acg gtg tec ttg aea aaa tgt gtt ctg cct eac atg ate gag 2 71 

Leu Gly Thr Val Ser Leu Thr Lys Cys Val Leu Pro His Met lie Glu 

-35 -30 -25 

agg aag caa gga aag att gtt act gtg aat age ate ctg ggt ate ata 319 
Arg Lys Gin Gly Lys lie Val Thr Val Asn Ser lie Leu Gly lie lie 

-20 -15 -10 

tct gta cet ctt tec att gga tac tgt get age aag cat get etc egg 367 
Ser Val Pro Leu Ser lie Gly Tyr Cys Ala Ser Lys His Ala Leu Arg 

-5 1 5 

ggt ttt ttt aat ggc ctt cga aea gaa ctt gee aea tac cca ggt ata 415 
Gly Phe Phe Asn Gly Leu Arg Thr Glu Leu Ala Thr Tyr Pro Gly lie 
10 15 20 25 

ata gtt tct aac att tgc cca gga cct gtg caa tea aat att gtg gaa 463 
lie Val Ser Asn lie Cys Pro Gly Pro Val Gin Ser Asn lie Val Glu 

30 35 40 

aat tec eta get gga gaa gtc aea aaa act ata ggc aat aat gga aac 511 
Asn Ser Leu Ala Gly Glu Val Thr Lys Thr lie Gly Asn Asn Gly Asn 



320 



45 50 55 



cag 


tec 


cac 


aag 


atg 


aca 


acc 


agt 


cgt 


tgt 


gtg 


egg 


ctg 


atg 


tta 


ate 


559 


Gin 


Ser 


His 


Lys 


Met 


Thr 


Thr 


Ser 


Arg 


Cys 


Val 


Arg 


Leu 


Met 


Leu 


He 








60 










65 










70 










age 


atg 


gcc 


aat 


gat 


ttg 


aaa 


gaa 


gtt 


tgg 


ate 


tea 


gaa 


caa 


ect 


ttc 


607 


Ser 


Met 


Ala 


Asn 


Asp 


Leu 


Lys 


Glu 


Val 


Trp 


He 


Ser 


Glu 


Gin 


Pro 


Phe 






75 










80 










85 












ttg 


tta 


gta 


aca 


tat 


ttg 


tgg 


caa 


tac 


atg 


cea 


ace 


tgg 


gee 


tgg 


tgg 


655 


Leu 


Leu 


Val 


Thr 


Tyr 


Leu 


Trp 


Gin 


Tyr 


Met 


Pro 


Thr 


Trp 


Ala 


Trp 


Trp 




90 










95 










100 










105 




ata 


acc 


aac 


aag 


atg 


ggg 


aag 


aaa 


agg 


att 


gag 


aac 


ttt 


aag 


agt 


ggt 


703 


He 


Thr 


Asn 


Lys 


Met 


Gly 


Lys 


Lys 


Arg 


He 


Glu 


Asn 


Phe 


Lys 


Ser 


Gly 












110 










115 










120 






gtg 


gat 


gem 


rac 


tct 


tct 


tat 


ttt 


aaa 


ate 


ttt 


aag 


aca 


aaa 


eat 


gae 


751 


Val 


Asp 


Ala 


Xaa 


Ser 


Ser 


Tyr 


Phe 


Lys 


He 


Phe 


Lys 


Thr 


Lys 


His 


Asp 





125 130 135 



tgaaaaganc acetgtactt ttcaagecac tggagggaga aatggaaaae atgaaaacag 811 

caatcttctt atgcttctga ataatcaaag actaatttgt gattttactt tttaatagat 871 

atgactttgc ttceaaeatg grrtgaaata aaaaataaat aataaaagat tgecatgrrt 931 

cttgcaaaaa aaaaaa 947 

<210> 377 
<211> 621 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46. .585 

<220> 

<221> sig_peptide 

<222> 46 . .120 

<223> Von Heijne matrix 

score 6.30000019073486 

seq AFSLSVMAALTFG/CF 

<220> 

<221> polyA_signal 
<222> 584. .589 

<220> 

<221> polyA_site 
<222> 606 . .619 

<400> 377 

aactgggtgt gcgtrtggag teeggactcg tgggagaega tegcg atg aac acg gtg 57 

Met Asn Thr Val 
-25 

ctg teg egg gcg aac tea ctg ttc gee ttc teg ctg age gtg atg gcs 105 
Leu Ser Arg Ala Asn Ser Leu Phe Ala Phe Ser Leu Ser Val Met Ala 

-20 -15 -10 

gcg etc acc ttc gge tgc ttc ate ayy ace gee ttc aaa gae agg age 153 
Ala Leu Thr Phe Gly Cys Phe He Xaa Thr Ala Phe Lys Asp Arg Ser 
-5 15 10 

gtc eeg gtg egg ctg cac gtc teg cga ate atg eta aaa aat gta gaa 2 01 

Val Pro Val Arg Leu His Val Ser Arg He Met Leu Lys Asn Val Glu 
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15 20 25 

gat ttc act gga cct aga gaa aga agt gat ctg gga ttt ate aca ttt 249 
Asp Phe Thr Gly Pro Arg Glu Arg Ser Asp Leu Gly Phe lie Thr Phe 

30 35 40 

gat ata act get gat eta gag aat ata ttt gat tgg aat gtt aag eag 297 
Asp lie Thr Ala Asp Leu Glu Asn lie Phe Asp Trp Asn Val Lys Gin 

45 50 55 

ttg ttt ett tat tta tea gea gaa tat tea aea aaa aat aat get ctg 345 
Leu Phe Leu Tyr Leu Ser Ala Glu Tyr Ser Thr Lys Asn Asn Ala Leu 
60 65 70 75 

aac caa ktt gte eta tgg gae aag att gtt ttg aga ggt gat aat ceg 393 
Asn Gin Xaa Val Leu Trp Asp Lys lie Val Leu Arg Gly Asp Asn Pro 

80 85 90 

aag ctg ctg etg aaa gat atg aaa aea aaa tat ttt ttc ttt gae gat 441 
Lys Leu Leu Leu Lys Asp Met Lys Thr Lys Tyr Phe Phe Phe Asp Asp 

95 100 105 

gga aat ggt etc wag gga aae agg aat gte act ttg ace ctg tct tgg 489 
Gly Asn Gly Leu Xaa Gly Asn Arg Asn Val Thr Leu Thr Leu Ser Trp 

110 115 120 

aae gte gta cea aat get gga att eta cct ett gtg aca gga tea gga 53 7 

Asn Val Val Pro Asn Ala Gly lie Leu Pro Leu Val Thr Gly Ser Gly 

125 130 135 

cae gta tct gte cca ttt cea gat aea tat gaa ata aeg aag agt tat 585 
His Val Ser Val Pro Phe Pro Asp Thr Tyr Glu lie Thr Lys Ser Tyr 
140 145 150 155 

taaattatte tgaatttgaa acaaaaaaaa aaaahm 621 



<210> 378 

<211> 52 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -20. .-1 



<220> 

<221> UNSURE 

<222> 12 

<223> Xaa = any one of the twenty amino acids 



<400> 378 

Met Pro Ser Val Asn 
-20 

Ala Val Thr Ser Ala 
1 

Phe Leu Ser Arg Gly 
15 

Pro Cys Leu Asp 
30 



Ser Ala Gly Leu Cys 
-15 

Phe Leu Leu Ala Lys 
5 

Phe Trp Leu Cys Ala 
20 



Val Leu Gin Leu Thr Thr 
-10 -5 
Val Asn Pro Phe Glu Xaa 
10 

Ala His His Phe He His 
25 



<210> 379 

<211> 193 

<212> PRT 

<213> Homo sapiens 



<220> 
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<221> SIGNAL 
<222> -23. . -1 



<220> 

<221> UNSURE 
<222> -8 

<223> Xaa = any one of the twenty amino acids 



<400> 379 
Met Val Val Leu 
-20 

Arg Ala Phe Ala 
-5 

Glu Arg Arg Asp 
10 

Arg Lys Ser Cys 

Leu Arg Pro Val 
45 

Gin Lys Leu Arg 
60 

Phe Trp Ala Asn 
75 

lie His Ser Arg 
90 

Gly Gin Lys Ala 

Glu Phe Leu Ser 
125 

Trp Tyr Lys Arg 
140 

Leu Glu Arg lie 
155 

Asn 
170 



Arg Ala Gly Lys 

Cys Arg Gly Cys 
1 

Thr Ala Pro Ser 
15 

His Asp Trp lie 
30 

His Phe Tyr lie 

Lys Leu Arg Gin 
65 

Gin Asn Leu Thr 
80 

Leu Lys Thr Lys 
95 

Thr Leu Asn Ala 
110 

Lys Asn Phe Gin 

Asn Phe Ala lie 
145 

Trp Asn Lys Leu 
160 



Lys Thr Phe Leu 
-15 

Gin Leu Ala Pro 
5 

Gly Val Ser Arg 
20 

Gly Pro Pro Asp 
35 

Pro Glu Asn Glu 
50 

Glu Thr Gin Glu 

Phe Ser Lys Glu 
85 

Gly Leu Gly Leu 
100 

Glu Glu Met Ala 
115 

Lys His Met Tyr 
130 

Thr Phe Phe Met 

Lys Gin Lys Gin 
165 



Pro Pro Leu Xaa 
-10 

Glu Arg Gly Ala 

Phe Cys Pro Pro 
25 

Lys Tyr Ser Asn 
40 

Ser Pro Leu Glu 
55 

Trp Asn Gin Gin 
70 

Lys Glu Glu Phe 

Arg Thr Glu Ser 
105 

Asp Phe Tyr Lys 
120 

Tyr Asn Arg Asp 
135 

Gly Lys Val Ala 
150 

Lys Lys Arg Ser 



<210> 380 
<211> 82 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -14 . . -1 



<220> 

<221> UNSURE 
<222> -9,37,38,40 

<223> Xaa = any one of the twenty amino acids 
<400> 380 

Met Ala Phe Thr Leu Xaa Ser Leu Leu Gin Ala Ala Leu Leu Cys Val 

-10 -5 1 

Asn Ala lie Ala Val Leu His Glu Glu Arg Phe Leu Lys Asn lie Gly 

5 10 15 

Trp Gly Thr Asp Gin Gly lie Gly Gly Phe Gly Glu Glu Pro Gly lie 
20 25 30 
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Lys Ser Xaa Xaa 
35 

Val Pro Leu lie 
Phe Gly 



Met Xaa Leu lie 
40 

lie Val Asn Ser 
55 



Arg Ser Val Arg 
45 

He Ala He Val 
60 



Thr Val Met Arg 
50 

Leu Leu Leu Leu 
65 



<210> 381 

<211> 198 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -21. . -1 



<220> 

<221> UNSURE 

<222> 85, 89, 113, 114, 117, 118, 136, 150, 153, 161, 162, 164 
<223> Xaa - any one of the twenty amino acids 

<400> 381 

Met Pro Val Pro Ala Leu Cys Leu Leu Trp Ala Leu Ala Met Val Thr 

-20 -15 -10 

Arg Pro Ala Ser Ala Ala Pro Met Gly Gly Pro Glu Leu Ala Gin His 
-5 15 10 

Glu Glu Leu Thr Leu Leu Phe His Gly Thr Leu Gin Leu Gly Gin Ala 

15 20 25 

Leu Asn Gly Val Tyr Arg Thr Thr Glu Gly Arg Leu Thr Lys Ala Arg 

30 35 40 

Asn Ser Leu Gly Leu Tyr Gly Arg Thr He Glu Leu Leu Gly Gin Glu 

45 50 55 

Val Ser Arg Gly Arg Asp Ala Ala Gin Glu Leu Arg Ala Ser Leu Leu 
60 65 70 75 

Glu Thr Gin Met Glu Glu Asp He Leu Xaa Leu Gin Ala Xaa Ala Thr 

80 85 90 

Ala Glu Val Leu Gly Glu Val Ala Gin Ala Gin Lys Val Leu Arg Asp 

95 100 105 

Ser Val Gin Arg Leu Xaa Xaa Gin Leu Xaa Xaa Ala Trp Leu Gly Pro 

110 115 120 

Ala Tyr Arg Lys Phe Glu Val Leu Lys Ala Pro Pro Xaa Lys Gin Asn 

125 130 135 

His He Leu Trp Ala Leu Thr Gly His Val Xaa Arg Gin Xaa Arg Glu 
140 145 150 155 

Met Val Ala Gin Gin Xaa Xaa Leu Xaa Gin He Gin Glu Lys Leu His 

160 165 170 

Thr Ala Ala Leu Pro Ala 
175 



<210> 382 

<211> 160 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -55. .-1 
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<220> 

<221> UNSURE 

<222> 98 

<223> Xaa = any one of the twenty amino acids 



<400> 382 



Met Asp 


Lys 


Leu Lys 


Lys 


Val 


Leu 


Ser 


Gly Gin 


Asp 


Thr 


Glu 


Asp 


Arg 


-55 






-50 










-45 










-40 


Ser Gly 


Leu 


Ser Glu 


Val 


Val 


Glu 


Ala 


Ser 


Ser 


Leu 


Ser 


Trp 


Ser 


Thr 






-35 










-30 










-25 




Arg lie 


Lys 


Gly Phe 


He 


Ala 


Cys 


Phe 


Ala 


He 


Gly 


He 


Leu 


Cys 


Ser 






-20 








-15 










-10 






Leu Leu 


Gly Thr Val 


Leu 


Leu 


Trp 


Val 


Pro 


Arg 


Lys 


Gly 


Leu 


His 


Leu 




-5 








1 








5 










Vhf^ Ala 


Val 


Phe Tyr 


Thr 


Phe 


Gly Asn 


He 


Ala 


Ser 


He 


Glv 


Ser 


Thr 


10 






15 










20 










25 


He Phe 


Leu 


Met Gly 


Pro 


Val 


Lys 


Gin 


Leu 


Lys 


Arg 


Met 


Phe 


Glu 


Pro 






30 










35 










40 




Thr Arg 


Leu 


He Ala 


Thr 


He 


Met 


Val 


Leu 


Leu 


Cys 


Phe 


Ala 


Leu 


Thr 






45 








50 










55 






Leu Cys 


Ser 


Ala Phe 


Trp 


Trp 


His 


Asn 


Lys 


Gly 


Leu 


Ala 


Leu 


He 


Phe 




60 








65 










70 








Cys lie 


Leu 


Gin Ser 


Leu 


Ala 


Leu 


Thr 




lyr 


Ser 


Leu 


Ser 


Phe 


He 


75 








ft n 










ft ^ 










Pro Phe 


Ala 


Arg Asp 


Ala 


Val 


Lys 


Xaa 


Cys 


Phe 


Ala 


Val 


Cys 


Leu 


Ala 


90 






95 










100 










105 


<210> 383 


























<211> 108 


























<212> PRT 


























<213> Homo sapiens 
























<220> 




























<221> SIGNAL 
























<222> -18. . ■ 


-1 
























<400> 383 


























Met Lys 


Ala 


Leu Cys 


Leu 


Leu 


Leu 


Leu 


Pro 


Val 


Leu 


Gly 


Leu 


Leu 


Val 






-15 








-10 










-5 






Ser Ser 


Lys 


Thr Leu 


Cys 


Ser 


Met 


Glu 


Glu 


Ala 


He 


Asn 


Glu 


Arg 


He 




1 






5 










10 










Gin Glu 


Val 


Ala Gly 


Ser 


Leu 


He 


Phe 


Arg 


Ala 


He 


Ser 


Ser 


He 


Gly 


15 






20 










25 










30 


Arg Gly 


Ser 


Glu Ser 


Val 


Thr 


Ser 


Arg 


Gly Asp 


Leu 


Ala 


Thr 


Cys 


Pro 






35 










40 










45 




Arg Gly 


Phe 


Ala Val 


Thr Gly Cys 


Thr 


Cys 


Gly 


Ser 


Ala 


Cys 


Gly 


Ser 






50 








55 










60 






Trp Asp 


Val 


Arg Ala 


Glu 


Thr 


Thr 


Cys 


His 


Cys 


Gin 


Cys 


Ala 


Gly 


Met 



65 70 75 



Asp Trp Thr Gly Ala Arg Cys Cys Arg Val Gin Pro 
80 85 90 

<210> 384 
<211> 64 
<212> PRT 

<213> Homo sapiens 
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<220> 

<221> SIGNAL 
<222> -22 . . -1 



<220> 

<221> UNSURE 
<222> 15,17,40 

<223> Xaa = any one of the twenty amino acids 



<400> 384 
Met lie Ser Arg 
-20 

Phe Pro Gly Thr 
-5 

Leu Tyr lie Pro 

Gin Lys Gly Ser 
30 



Gin Leu Arg Ser 
-15 

Ser Ser Phe lie 
1 

Xaa Arg Xaa Arg 
15 

Ala Met Glu Leu 



Leu Ser Cys Leu 

Val Ala Leu Ser 
5 

Ser Asp Glu Leu 
20 

Ala Val He Thr 
35 



Cys Pro Ala Leu 
-10 

Ser Pro Ala Asp 
10 

Val Phe Glu Ser 
25 

Val Xaa Gly Val 
40 



<210> 385 
<211> 27 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -15 . . -1 



<220> 

<221> UNSURE 
<222> -11 

<223> Xaa = any one of the twenty amino acids 



<400> 385 

Met Gly Phe Leu Xaa Leu Met Thr 
-15 -10 
Ala Lys Pro Asn Glu Gin Pro Trp 
5 

<210> 386 
<211> 186 
<212> PRT 

<213> Homo sapiens 



Leu Thr Thr His Val His Ser Ser 

-5 1 
Leu Leu Asn 
10 



<220> 

<221> SIGNAL 
<222> -21. . -1 

<220> 

<221> UNSURE 

<222> 72, 74, 95, 98, 101, 102, 105, 125 

<223> Xaa = any one of the twenty amino acids 



<400> 386 

Met Ser Pro Ser Gly Arg Leu Cys Leu Leu Thr He Val Gly Leu He 

-20 -15 -10 

Leu Pro Thr Arg Gly Gin Thr Leu Lys Asp Thr Thr Ser Ser Ser Ser 
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-5 

Ala Asp Ser Thr 
15 

Ala Val Tyr Thr 
30 

Ala Asp Glu Thr 
45 

Thr Asp Gly Pro 
60 

Ala Ala His Pro 

Pro Ser Thr Xaa 
95 

Val Phe Met Arg 
110 

Asn Xaa Gly Cys 
125 

Ser Ser Pro Val 
140 

He Ala Gly Glu 



1 

He Met Asp He 

Glu Leu Gin Pro 
35 

Pro Gin Pro Gin 
50 

Leu Val Thr Asp 
65 

Thr Asp Asp Thr 
80 

Val His Xaa Arg 

Met Thr Pro Ser 
115 

Trp Ser Gin Leu 
130 

Ala Ser Ala Gly 
145 

Ser He Arg Asn 
160 



5 

Gin Val Pro Thr 
20 

Thr Ser Pro Thr 

Thr Gin Thr Gin 
55 

Pro Glu Thr His 
70 

Thr Thr Leu Ser 
85 

Pro Xaa Xaa Pro 
100 

Ser Met Met Asn 

Cys Cys Ser Ser 
135 

Ser Cys Pro Gly 
150 

Arg Ser 
165 



10 

Arg Ala Pro Asp 
25 

Pro Thr Trp Pro 
40 

Gin Leu Glu Gly 

Xaa Ser Xaa Lys 
75 

Glu Arg Pro Ser 
90 

Ser Xaa His Leu 
105 

Thr Pro Ser Gly 
120 

Gin Ala Ser Ser 

Tyr Ala Gly He 
155 



<210> 387 
<211> 179 
<212> PRT 
<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -26 . . -1 



<220> 

<221> UNSURE 

<222> 36; 63, 103, 128, 131, 13 9, 140, 152 

<223> Xaa = any one of the twenty amino acids 



<400> 387 

Met Glu Thr Gly Ala Leu Arg Arg Pro Gin Leu Leu Pro Leu Leu Leu 

-25 -20 -15 

Leu Leu Cys Gly Pro Ser Gin Asp Gin Cys Arg Pro Val Leu Gin Asn 
-10 -5 15 

Leu Leu Gin Ser Pro Gly Leu Thr Trp Ser Leu Glu Val Pro Thr Gly 

10 15 20 

Arg Glu Gly Lys Glu Gly Gly Asp Arg Gly Pro Gly Leu Xaa Gly Ala 

25 30 35 

Thr Pro Ala Arg Ser Pro Gin Gly Lys Glu Met Gly Arg Gin Arg Thr 

40 45 50 

Arg Lys Val Lys Gly Pro Ala Trp Xaa His Thr Ala Asn Gin Glu Leu 
55 60 65 70 

Asn Arg Met Arg Ser Leu Ser Ser Gly Ser Val Pro Val Gly His Leu 

75 80 85 

Glu Gly Gly Thr Val Lys Leu Gin Lys Asp Thr Gly Leu His Ser Cys 

90 95 100 

Xaa Asp Gly Met Ala Ser Leu Glu Gly Thr Pro Ala Ser Val Leu Ala 

105 110 115 

Asp Ala Cys Pro Gly Phe His Asp Val Xaa Val Gin Xaa Ala Leu Phe 
120 125 130 
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Gly Leu Ser Gly Xaa Xaa Leu Trp Leu Lys Thr His Phe Cys Leu Ser 
135 140 145 150 

lie Xaa Leu 



<210> 388 

<211> 150 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -55. . -1 



<400> 388 

Met Ala Thr Thr 

-55 

Tyr Tyr Arg Leu 

Thr Val Ala Thr 
-20 

Leu Pro lie Leu 
-5 

Leu Pro Thr Gin 
10 

Leu Thr Phe Ala 

Arg Phe Phe Leu 
45 

Leu Ala His Ala 
60 

Pro Phe Pro Val 
75 

Pro Gly Cys Tyr 
90 



Val Pro Asp Gly 
-50 

Cys Asp Lys Ala 
-35 

Ala Gly Val Val 

Val Cys Lys Val 
1 

Phe Leu Phe Leu 
15 

Phe lie lie Gly 
30 

Phe Gly lie Leu 

Val Ser Leu Thr 
65 

Gly Asp Ser Gly 
80 

Arg Tyr 
95 



Cys Arg Asn Gly 
-45 

Glu Ala Trp Gly 
-30 

Thr Ser Val Ala 
-15 

Gin Asp Ser Asn 
5 

Leu Gly Val Leu 
20 

Leu Asp Gly Ser 
35 

Phe Ser lie Cys 
50 

Lys Leu Val Arg 

Ser Gly Arg Gly 
85 



Leu Lys Ser Lys 
-40 

He Val Leu Glu 
-25 

Phe Met Leu Thr 
-10 

Arg Arg Lys Met 

Gly He Phe Gly 
25 

Thr Gly Pro Thr 
40 

Phe Ser Cys Leu 
55 

Gly Arg Lys Ala 
70 

Leu Gin Pro Ser 



<210> 389 
<211> 236 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -31. . -1 



<220> 

<221> UNSURE 

<222> 28,30,40,67,86,117,120 

<223> Xaa = any one of the twenty amino acids 



<400> 389 



Met 


Leu 


Ser 


Lys 


Gly 


Leu 


Lys 


Arg 


Lys 


Arg 


Glu 


Glu 


Glu Glu Glu 


Lys 




-30 










-25 










-20 






Glu 


Pro 


Leu 


Ala 


Val 


Asp 


Ser 


Trp 


Trp 


Leu 


Asp 


Pro 


Gly His Ala 


Ala 


-15 










-10 










-5 






1 


Val 


Ala 


Gin 


Ala 


Pro 


Pro 


Ala 


Val 


Ala 


Ser 


Ser 


Ser 


Leu Phe Asp 


Leu 








5 










10 








15 




Ser 


Val 


Leu 


Lys 


Leu 


His 


His 


Ser 


Leu 


Gin 


Xaa 


Ser 


Xaa Pro Asp 


Leu 
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20 

Arg His Leu Val 
35 

Met Ala Pro Ala 
50 

Pro Xaa Val Ala 

Ala Ser Met Ala 
85 

Ser Gin Ala Pro 
100 

He Gly Gly Xaa 
115 

Ala Thr Gly Cys 
130 

He Asp Thr Ser 

Gly Leu Lys Pro 
165 

Glu Leu Asp Glu 
180 

Thr Gin Ala Leu 
195 



25 

Leu Val Xaa Asn 
40 

Ala Ala Leu Pro 
55 

Asp Asn Leu Leu 
70 

Xaa Leu Leu Glu 

Gin Pro Leu Ala 
105 

Pro Pro Xaa Leu 
120 

Leu Leu Asp Asn 
135 

Met Tyr Asp Asn 
150 

Gly Pro Glu Asp 

Ala Glu Leu Asp 
185 

Glu Arg Pro Pro 
200 



Thr Leu Arg Arg 
45 

Pro Val Pro Thr 
60 

Ala Ser Ser Asp 
75 

Asp Leu Ser His 
90 

Asp Glu Gly Pro 

Gly Ala Leu Asp 
125 

Gly Leu Glu Gly 
140 

Glu Leu Trp Ala 
155 

Gly Pro Gly Lys 
170 

Tyr Leu Met Asp 

Gly Pro Gly Arg 
205 



30 

He Gin Ala Ser 

Pro Pro Ala Ala 
65 

Ala Ala Leu Ser 
80 

He Glu Gly Leu 
95 

Pro Gly Arg Ser 
110 

Leu Leu Gly Pro 

Leu Phe Glu Asp 
145 

Pro Ala Ser Glu 
160 

Glu Glu Ala Pro 
175 

Val Leu Val Gly 
190 



<210> 390 

<211> 149 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -100. . -1 



<220> 

<221> UNSURE 
<222> 30,33,34 

<223> Xaa = any one of the twenty amino acids 



<400> 390 



Met Glu 


Thr 


Leu 


Tyr 


Arg 


Val 


Pro Phe 


Leu 


Val 


Leu 


Glu 


Cys 


Pro 


Asn 


-100 








-95 








-90 










-85 


Leu Lys 


Leu 


Lys 


Lys 


Pro 


Pro 


Trp Leu 


His 


Met 


Pro 


Ser 


Ala 


Met 


Thr 








-80 








-75 










-70 




Val Tyr 


Ala 


Leu 


Val 


Val 


Val 


Ser Tyr 


Phe 


Leu 


He 


Thr 


Gly 


Gly 


He 






-65 








-60 










-55 






He Tyr 


Asp 


Val 


He 


Val 


Glu 


Pro Pro 


Ser 


Val 


Gly 


Ser 


Met 


Thr 


Asp 




-50 










-45 








-40 








Glu His 


Gly 


His 


Gin 


Arg 


Pro 


Val Ala 


Phe 


Leu 


Ala 


Tyr 


Arg 


Val 


Asn 


-35 










-30 








-25 










Gly Gin 


Tyr 


He 


Met 


Glu 


Gly Leu Ala 


Ser 


Ser 


Phe 


Leu 


Phe 


Thr 


Met 


-20 








-15 








-10 










-5 


Gly Gly 


Leu 


Gly 


Phe 


He 


He 


Leu Asp Gly 


Ser 


Asn 


Ala 


Pro 


Asn 


He 








1 






5 










10 






Pro Lys 


Leu 


Asn 


Arg 


Phe 


Leu 


Leu Leu 


Phe 


He 


Gly 


Phe 


Val 


Cys 


Val 




15 










20 








25 








Leu Xaa 


Ser 


Phe 


Xaa 


Xaa 


Ala 


Arg Val 


Phe 


Met 


Arg 


Met 


Lys 


Leu 


Pro 


30 










35 








40 
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Gly Tyr Leu Met Gly 
45 



<210> 391 

<211> 69 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -49. . -1 



<220> 

<221> UNSURE 
<222> -1,1 

<223> Xaa = any one of the twenty amino acids 



<400> 391 

Met Pro Phe His 

Leu Thr Pro Cys 
-30 

His Leu Cys Pro 
-15 

Xaa Xaa Pro Ser 
1 

Phe Phe lie Pro 



Phe Pro Phe Leu 
-45 

Leu Thr Val Pro 

His Leu Pro Phe 
-10 

Cys Leu Pro Ser 
5 

Asp 
20 



Gly Phe Val Cys 
-40 

Arg Arg Pro Leu 
-25 

Leu Leu Leu Leu 

Ser Ser Thr Cys 
10 



Leu His Leu His 
-35 

Phe Leu Leu Leu 
-20 

Ser Cys Val Gly 
-5 

Val Ser Leu His 
15 



<210> 392 
<211> 241 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -30. . -1 



<220> 

<221> UNSURE 
<222> 58 

<223> Xaa = any one of the twenty amino acids 



<400> 392 



Met 


Gly 


Thr 


Ala 


Ser 


Arg 


Ser 


Asn 


He 


Ala 


Arg 


His 


Leu 


Gin 


Thr 


Asn 


-30 










-25 










-20 










-15 


Leu 


He 


Leu 


Phe 


Cys 
-10 


Val 


Gly 


Ala 


Val 


Gly 
-5 


Ala 


Cys 


Thr 


Leu 


Ser 
1 


Val 


Thr 


Gin 


Pro 
5 


Trp 


Tyr 


Leu 


Glu 


Val 
10 


Asp 


Tyr 


Thr 


His 


Glu 
15 


Ala 


Val 


Thr 


He 


Lys 
20 


Cys 


Thr 


Phe 


Ser 


Ala 

25 


Thr 


Gly 


Cys 


Pro 


Ser 
30 


Glu 


Gin 


Pro 


Thr 


Cys 


Leu 


Trp 


Phe 


Arg 


Tyr 


Gly 


Ala 


His 


Gin 


Pro 


Glu 


Asn 


Leu 


Cys 


Leu 


35 










40 










45 










50 


Asp Gly 


Cys 


Lys 


Ser 


Glu 


Ala 


Xaa 


Lys 


Phe 


Thr 


Val 


Arg 


Glu 


Ala 


Leu 










55 










60 










65 




Lys 


Glu 


Asn 


Gin 


Val 


Ser 


Leu 


Thr 


Val 


Asn 


Arg 


Val 


Thr 


Ser 


Asn Asp 
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70 

Ser Ala lie Tyr 
85 

Arg Ala Lys Gin 
100 

Lys Leu Leu Ser 
115 

Leu Leu Ser Val 

Ser Lys Ser Lys 
150 

Ser Gin Lys Lys 
165 

Glu Leu Tyr His 
180 

Asp Asn Asn Thr 

195 

Pro 



He Cys Gly He 
90 

Thr Gly Gly Gly 
105 

Lys Glu Leu Arg 
120 

Tyr Val Thr Gly 
135 

Ser Asn Pro Leu 

Lys Ser Ala Arg 
170 

Lys Arg His Val 
185 

Tyr Glu Asn Arg 
200 



75 

Ala Phe Pro Ser 

Thr Thr Leu Val 
110 

Ser Phe Leu Thr 
125 

Val Cys Val Ala 
140 

Arg Asn Lys Glu 
155 

Arg He Phe Gin 

Glu Thr Asn Gin 
190 

Arg Val Leu Ser 
205 



80 

Val Pro Glu Ala 
95 

Val Arg Glu He 

Ala Leu Val Ser 
130 

Phe He Leu Leu 
145 

He Lys Glu Asp 
160 

Glu He Ala Gin 
175 

Gin Ser Glu Lys 

Asn Tyr Glu Arg 
210 



<210> 393 
<211> 47 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -30 . . -1 



<400> 393 

Met Asn Cys Asn Val Val Ser Glu 
-30 -25 
Cys Ser Leu Met Thr Cys Thr Thr 
-10 

Thr Asn Thr Leu Thr Asp Met Gly 
5 10 



Arg Gly Lys Trp Leu Glu Val Glu 
-20 -15 
Leu He Asn Ala Ser Ala He Ser 

-5 1 
Ser Phe Asp Arg Arg Glu Ser 
15 



<210> 394 
<211> 65 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -28 . . -1 



<220> 

<221> UNSURE 

<222> 36 

<223> Xaa = any one of the twenty amino acids 



<400> 394 

Met Ala Phe Gly Leu Gin Met Phe 
-25 

Leu Gin Trp Ser Leu Leu Val Ala 

-10 -5 
Tyr Gly Val Thr Arg Val Glu Ser 
5 10 



He Gin Arg Lys Phe Pro Tyr Pro 
-20 -15 
Val Val Ala Gly Ser Val Val Ser 
1 

Glu Lys Cys Asn Asn Leu Trp Leu 
15 20 
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Phe Leu Glu Thr Gly Gin Leu Pro Lys Asp Arg Ser Thr Asp Gin Xaa 
25 30 35 

Ser 



<210> 395 

<211> 73 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 

<222> -24 . . -1 

<220> 

<221> UNSURE 

<222> 35,37,39,40 

<223> Xaa = any one of the twenty amino acids 



<400> 395 

Met Thr Cys Trp Met 
-20 

Leu Trp Leu Gly Pro 
-5 

Pro Asp Pro Gly Val 
10 

Ser Pro Gly Asn Tyr 
25 

Trp Gly Gin Gly Thr 
45 



Leu Pro Pro lie Ser Phe 
-15 

lie Trp Pro Cys Ser Gly 
1 

Trp Pro Ser Leu Phe Arg 
15 

Ala Leu Ser Arg Gly Xaa 
30 35 
His Ser Ser Leu 



Leu Ser Tyr Leu Pro 
-10 

Ser Thr Leu Gly Lys 
5 

Pro Trp Asp Ala Ala 
20 

Asn Xaa Tyr Xaa Xaa 
40 



<210> 396 
<211> 60 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -18 . . -1 



<400> 396 
Met Pro Cys Pro 
-15 

Ser Ser His Ala 
1 

Thr Leu Thr Gin 
15 

Gin Gly Thr Leu 



Thr Trp Thr Cys 

Ser Ser Leu His 
5 

Thr Leu Arg Thr 
20 

Thr Arg Leu Gin 
35 



Leu Lys Ser Phe 
-10 

Leu Pro Pro Ser 
10 

Gly Met His Leu 
25 

Ser Thr Pro Ala 
40 



Pro Ser Pro Thr 
-5 

Cys Thr Arg Leu 

Ser Arg Ala Leu 
30 



<210> 397 
<211> 192 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -93 . . -1 
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<220> 

<221> UNSURE 

<222> 21,28,39,42 

<223> Xaa = any one of the twenty amino acids 

<400> 397 





Glu Leu Gly 




Asn 


Glu 


His 


His 


Gin 


Asn 


Glu 


Val 


He 


Asn 






-90 










- fi R 










- RD 

O \J 








Arg 


Phe 


Ala 


Airy 


O £i >- 


Xiy iD 




Gly Leu Arg 


Leu 


Lys 


Thr 


Val 




-75 










- 70 

— / u 




















Cys 


Phe 


Gin 


Asp 


Leu 


jjy o 


m 11 

X Li. 


Ser 


Arg 


Leu 


V dx 


m 11 

ox LI 




L iiX 


- o u 










_ 










-50 












He 


Asp 


Glu 


V Ct X 


oczx 


ox LI 


Val 


Leu Asn Gly 


Leu 


Gin 


Ala 


Val 


- ft o 


















-35 












V dx nx o 


Ser 


Glu 


Val 


Glu 


Ser 


Glu 


Leu 


He 


Asn 


Thr 


Ala 


1 y X 


Thr 


Asn 








-25 










-20 










- X D 




VaJ. J-icU. 


Leu 


Leu Arg 


OXIl 


Leu 


DVio 


AT a 
i^xd 


Gin 


Ala 


Glu 


Lys 


irp 


iyr 


Leu 






-10 










-5 










1 






Lys Leu 


Gin 


Thr Asp 


He 


Ser 


Glu 


Leu 


Glu 


Asn Arg 


Glu 


Leu 


Leu 


Glu 


5 










T n 
±u 










15 










Gin Xaa 


Ala 


Glu 


Phe 




Lys 


/ij.a 


Aaa 


He 


Thr 


Ser 


Ser 


Asn 


Lys 


Lys 


20 


















30 










o o 


Pro lie 


Leu 


Xaa 


Val 


Thr 


Xaa 


Pro 


Lys 


Leu 


Ala 


Pro 


Leu 


Asn 


Glu 


Gly 








40 










45 










50 




Gly Thr 


Ala 


Lys 


Leu 


Leu 


Asn 


Lys 


•\7a1 

vax 


He 


Cys 


He 


x±e 


Leu 


Arg 


Asn 






55 










b u 










O D 






Gly Lys 


Ser 


Leu 


He 


Leu 


Ser 


Cys 


His 


Cys 


Leu Gly 


Trp 


Arg 


Asn 


Lys 




70 










75 










80 








Ser Gly 


Arg 


Phe 


Val 


Ser 




Pro 


Leu 


Arg 


He 


He 


Ser 


Pro 


Leu 


o±n 


85 




















95 










<210> 398 




























<211> 149 




























<212> PRT 




























<213> Homo sapiens 
























<220> 






























<221> SIGNAL 


























<222> -72 . . - 


-1 


























<400> 398 




























Met Asn 


Leu 


Phe 


He 


Met 


J. yx 


Met 


Ala 


Gly Asn 


Thr 


He 


Ser 


He 


Phe 




-70 










- O D 










- n 

— o u 








Pro Thr 


Met 


Met 


Val 


Cys 


Met 


Met 


Ala 


Trp 


Arg 


Pro 


He 


Gin 


Ala 


Leu 


-55 










-50 










-45 










Met Ala 


He 


Ser 


Ala 


Thr 


Phe 


Lys 


Met 


Leu 


Glu 


Ser 


Ser 


Ser 


Gin 


Lys 


-40 








-35 










-30 










-25 


Phe Leu 


Gin 


Gly 


Leu 


Val 


Tyr 


Leu 


He 


Gly Asn 


Leu 


Met 


Gly 


Leu 


Ala 








-20 










-15 










-10 




Leu Ala 


Val 


Tyr 


Lys 


Cys 


Gin 


Ser 


Met 


Gly Leu 


Leu 


Pro 


Thr 


His 


Ala 






-5 










1 








5 








Ser Asp 


Trp 


Leu 


Ala 


Phe 


He 


Glu 


Pro 


Pro Glu Arg 


Met 


Glu 


Ser 


Val 


10 










15 










20 










Val Glu 


Asp 


Cys 


Phe 


Cys 


Glu 


His 


Glu 


Lys 


Ala 


Ala 


Pro 


Gly 


Pro 


Tyr 


25 








30 










35 










40 


Val Phe 


Gly 


Ser 


Tyr 


Leu 


His 


Pro 


Ser 


Leu 


Ser 


Pro 


Val 


Ala 


Pro 


Gin 
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45 50 55 

His Thr Leu Lys Leu lie Thr Tyr Val Lys Lys Asn Gin Lys Thr Leu 

60 65 70 

Phe Ser Met Val Gly 
75 



<210> 399 

<211> 73 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -20. . -1 



<220> 

<221> UNSURE 

<222> 51 

<223> Xaa = any one of the twenty amino acids 



<400> 399 

Met Thr Pro Leu Leu Thr Leu lie 
-20 -15 
Leu Ala Gin Ala Leu Asp Cys His 
1 

Cys Phe Asn Pro Met Arg Cys Pro 

15 20 
Thr Arg Thr Tyr Tyr Thr Pro Thr 

30 35 
Val Pro Arg Cys Phe Glu Xaa Cys 
45 50 



Leu Val Val Leu Met Gly Leu Pro 

-10 -5 
Val Cys Ala Tyr Asn Gly Asp Asn 
5 10 
Ala Met Val Ala Tyr Cys Met Thr 
25 

Arg Met Lys Val Ser Lys Ser Cys 
40 

Val 



<210> 400 

<211> 86 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -20. . -1 



<220> 

<221> UNSURE 

<222> 62 

<223> Xaa = any one of the twenty amino acids 



<400> 400 

Met Asn Leu His 

-20 

Leu Val Leu Ala 

Pro Cys lie Tyr 
15 

Phe Ser Phe lie 
30 

lie Leu Pro Glu 
45 



Phe Pro Gin Trp 
-15 

Pro Pro Phe Ser 
1 

Cys Arg Leu Leu 
20 

Thr Cys Leu Cys 
35 

Lys Asn Cys Asn 
50 



Phe Val His Ser 
-10 

Ser Pro Gly Thr 
5 

Asn Met lie Met 

Pro Asn Leu Lys 
40 

Ser Arg His Ala 
55 



Ser Ala Leu Gly 
-5 

Asp Pro Thr Phe 
10 

Thr Arg Leu Ala 
25 

Glu Val Cys Leu 

Gly Phe Val Gly 
60 
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Pro Xaa Lys Leu Arg Gin 
65 



<210> 401 
<211> 78 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 

<220> 

<221> UNSURE 
<222> 12 

<223> Xaa = any one of the twenty amino acids 
<400> 401 

Met Cys Pro Val Phe Ser Lys Gin Leu Leu Ala Cys Gly Ser Leu Leu 

-20 -15 -10 

Pro Gly Leu Trp Gin His Leu Thr Ala Asn His Trp Pro Pro Phe Ser 
-5 15 10 

Xaa Phe Leu Cys Thr Val Cys Ser Gly Ser Ser Glu Gin lie Ser Glu 

15 20 25 

Tyr Thr Ala Ser Ala Thr Pro Pro Leu Cys Arg Ser Leu Asn Gin Glu 

30 35 40 

Pro Phe Val Ser Arg Ala lie Arg Pro Lys Tyr Ser lie Thr 

45 50 55 

<210> 402 
<211> 65 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -28. .-1 

<400> 402 

Met Gly Lys Gly His Gin Arg Pro Trp Trp Lys Val Leu Pro Leu Ser 

-25 -20 -15 

Cys Phe Leu Val Ala Leu lie lie Trp Cys Tyr Leu Arg Glu Glu Ser 

-10 -5 1 

Glu Ala Asp Gin Trp Leu Arg Gin Val Trp Gly Glu Val Pro Glu Pro 
5 10 15 20 

Ser Asp Arg Ser Glu Glu Pro Glu Thr Pro Ala Ala Tyr Arg Ala Arg 
25 30 35 

Thr 

<210> 403 
<211> 211 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -27. .-1 
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<220> 

<221> UNSURE 

<222> 10, 87, 93 , 96 , 106 , 109 , 111 , 118 , 122 , 159,171,176 
<223> Xaa = any one of the twenty amino acids 



<400> 403 



Met 


Leu 


Leu 


Leu 


Ser 


He 


Thr 


Thr 


Ala 


Tyr 


Thr 


Gly 


Leu Glu Leu 


Thr 






-25 










-20 










-15 




Phe 


Phe 


Ser 


Gly 


Val 


Tyr 


Gly 


Thr 


Cys 


He 


Gly 


Ala 


Thr Asn Lys 


Phe 




-10 










-5 










1 




5 


Gly Ala 


Glu 


Glu 


Xaa 


Ser 


Leu 


He 


Gly 


Leu 


Ser 


Gly 


He Phe He 


Gly 










10 










15 






20 




He 


Gly 


Glu 


He 


Leu 


Gly 


Gly 


Ser 


Leu 


Phe 


Gly 


Leu 


Leu Ser Lys 


Asn 








25 










30 








35 




Asn 


Arg 


Phe 


Gly 


Arg 


Asn 


Pro 


Val 


Val 


Leu 


Leu 


Gly 


He Leu Val 


His 






40 










45 










50 




Phe 


He 


Ala 


Phe 


Tyr 


Leu 


He 


Phe 


Leu 


Asn 


Met 


Pro 


Gly Asp Ala 


Pro 




55 










60 










65 






He 


Ala 


Pro 


Val 


Lys 


Gly 


Thr 


Asp 


Ser 


Ser 


Ala 


Tyr 


He Lys Ser 


Ser 


70 










75 










80 






85 


Lys 


Xaa 


Phe 


Ala 


He 


Leu 


Cys 


Xaa 


Phe 


Leu 


Xaa 


Gly 


Leu Gly Asn 


Ser 










90 










95 






100 




Cys 


Phe 


Asn 


Thr 


Xaa 


Leu 


Leu 


Xaa 


He 


Xaa 


Gly 


Phe 


Leu Tyr Ser 


Glu 








105 










110 








115 




Xaa 


Ser 


Ala 


Pro 


Xaa 


Phe 


Ala 


He 


Phe 


Asn 


Phe 


Val 


Gin Ser He 


Cys 






120 










125 










130 




Ala 


Ala 


Val 


Ala 


Phe 


Phe 


Tyr 


Ser 


Asn 


Tyr 


Leu 


Leu 


Leu His Trp 


Gin 




135 










140 










145 






Leu 


Leu 


Val 


Met 


Val 


He 


Phe 


Gly 


Phe 


Xaa 


Gly 


Thr 


He Ser Phe 


Phe 


150 










155 










160 






165 


Thr 


Val 


Glu 


Trp 


Glu 


Xaa 


Ala 


Ala 


Phe 


Val 


Xaa 


Arg 


Gly Ser Asp 


Tyr 










170 










175 






180 





Arg Ser He 



<210> 404 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -80. . -1 

<220> 

<221> UNSURE 
<222> 36 

<223> Xaa = any one of the twenty amino acids 



<400> 404 

Met Ser Thr Trp 

-80 

Ser Val Arg He 

Tyr Phe His Asp 
-45 

Arg Cys Arg Phe 



Tyr Leu Ala Leu 
-75 

Tyr Leu Ser Leu 
-60 

He Gin Thr Asn 
Tyr Trp Ala Phe 



Asn Lys Ser Tyr 
-70 

Cys Thr Val Ser 
-55 

Cys Leu Thr Thr 
-40 

Gly Gly Ser He 



Lys Asn Lys Asp 
-65 

He Lys Phe Thr 
-50 

Trp Lys His Ser 
-35 

Leu Gin His Ser 



-30 -25 -20 

Val Asp Pro Leu Val Leu Phe Leu Ser Leu Ala Leu Leu Val Thr Pro 

-15 -10 -5 

Thr Ser Thr Pro Ser Ala Lys lie Gin Ser Leu Gin lie Asp Leu Pro 
15 10 15 

Gly Gly Trp Arg Leu Ala Thr Asp Arg lie Phe Thr Leu Ser Pro Val 

20 25 30 

Pro Met Asp Xaa Pro Leu lie Leu His Gin Leu 
35 40 



<210> 405 

<211> 86 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -26. . -1 



<220> 

<221> UNSURE 

<222> 28,35,43,45,58,60 

<223> Xaa = any one of the twenty amino acids 



<400> 405 
Met Glu Lys Ser 
-25 

Ala Leu Ala Ser 
-10 

Leu lie Val Thr 
10 

lie Phe lie Ser 
25 

Leu Tyr Phe Pro 
40 

Ala His Trp Xaa 
55 



Trp Met Leu Trp 
-20 

Trp Ser Trp Ala 
-5 

Phe His Leu Tyr 

He Xaa Gly He 
30 

Xaa Gin Xaa Ser 
45 

Ser Xaa 
60 



Asn Phe Val Glu 
-15 

Leu Cys Arg He 
1 

Gly Gly He He 
15 

Leu Tyr Lys Phe 

Ser Ser Arg Leu 
50 



Arg Trp Leu He 

Ser Leu Leu Pro 
5 

Leu Leu Leu Leu 
20 

Xaa Asp Val Leu 
35 

Tyr Asp Ser His 



<210> 406 
<211> 162 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -31. . -1 



<220> 

<221> UNSURE 

<222> -22,119,120,125 

<223> Xaa - any one of the twenty amino acids 
<400> 406 

Met Ala Ala Ala Trp Pro Ser Gly Pro Xaa Ala Pro Glu Ala Val Thr 

-30 -25 -20 

Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr Thr Gly Pro 
-15 -10 -5 1 
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Trp Gly Ala Val 
5 

Glu Asp Leu Lys 
20 

Asp Ala Thr Gin 
35 

Ser Cys Phe Pro 
50 

Glu Thr His Phe 

Cys Arg Asn Val 
85 

Phe Ser Trp Met 
100 

Phe Gly Phe Val 

115 
Pro Asn 
130 



Ala Thr Ser Ala 

Val Gly Gin Tyr 
25 

Glu Pro Val Asn 
40 

Ala Pro Asn lie 
55 

Thr Gly Asn Glu 
70 

Asn Gly Tyr Ser 

Val Gly Ser Arg 
105 

Lys Xaa Xaa His 
120 



Gly Gly Glu Glu 
10 

lie Cys Lys Asp 

Cys Thr Asn Tyr 
45 

Thr Cys Lys Asp 
60 

Val Gly Phe Phe 
75 

Tyr Asn Glu Gin 
90 

Ser lie Leu Pro 

Cys Arg Val Xaa 
125 



Ser Leu Lys Cys 
15 

Pro Lys lie Asn 
30 

Thr Ala His Val 

Ser Ser Gly Asn 
65 

Lys Pro lie Ser 
80 

Ser His Val Ser 
95 

Trp lie Pro Cys 
110 

Trp Asn Trp Glu 



<210> 407 

<211> 98 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -37. .-1 



<220> 

<221> UNSURE 

<222> 26,28,50 

<223> Xaa = any one of the twenty amino acids 



<400> 407 
Met Ala Ser Leu 
-35 

Val Leu Ser Ala 
-20 

Phe Asn Val His 
-5 

Lys Asp Phe Glu 
15 

Xaa Ser Tyr Asn 
30 

Gly Phe Ser Phe 

45 
Val Arg 
60 



Leu Cys Cys Gly 
-30 

Trp Gly Val He 
-15 

Ser Ala Val Leu 
1 

Asn Gly Pro Gin 

Cys Phe He Ala 
35 

Cys Gin Xaa Arg 
50 



Pro Lys Leu Ala 

Met Leu He Met 
-10 

He Glu Asp Val 
5 

Asn He Tyr Asn 
20 

Ala Gly Leu Tyr 

Leu Asn Lys Arg 
55 



Ala Cys Gly He 
-25 

Leu Gly He Phe 

Pro Phe Thr Glu 
10 

Leu Tyr Xaa Gin 
25 

Leu Leu Leu Gly 
40 

Lys Glu Tyr Met 



<210> 408 

<211> 70 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -15 . . -1 
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<220> 

<221> UNSURE 
<222> 9,10,12,16 

<223> Xaa = any one of the twenty amino acids 



<400> 408 

Met Arg Phe Leu 

-15 

Ser Leu Asn Cys 
5 

Leu Gin Tyr Tyr 
20 

Trp Leu Cys Phe 
35 

Asp Phe Ser Ser 
50 



Pro Cys Cys Leu 
-10 

His Tyr Phe Xaa 

Glu lie Ser Leu 
25 

Leu Ser Tyr Phe 
40 

Phe Thr 
55 



Leu Trp Ser Val 
-5 

Xaa Glu Xaa Cys 
10 

Gin Glu Lys Leu 

Phe Arg Ala Val 
45 



Phe Asn Pro Glu 
1 

lie Phe Xaa Ser 
15 

Leu Gly Phe Leu 
30 

Tyr Phe Leu lie 



<210> 409 
<211> 60 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -45. . -1 



<400> 409 

Met His Ser Leu Phe 
-45 

Phe Ser Phe Arg Phe 
-25 

Glu Asn Phe Leu Ser 
-10 

Gly Ser Thr Phe Met 
5 



lie Ala Ser Leu Lys Val 
-40 -35 
Asn Trp Phe Asp Cys Leu 
-20 

Leu Leu Ser Lys Ser Cys 
-5 

Arg Asp lie Glu Thr Asn 
10 



Leu Phe Tyr Tyr Ser 
-30 

Leu His Asn Leu Gly 
-15 

Ser Ala Asp Pro Ser 
1 

Lys 
15 



<210> 410 

<211> 39 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -22 . . -1 



<220> 

<221> UNSURE 

<222> 8,9 

<223> Xaa = any one of the twenty amino acids 



<400> 410 

Met Pro Glu Ala Val Glu Gin Ser 
-20 -15 
Ser Gin Arg Ala Leu Ser His Pro 

-5 1 
Asn Pro Phe Leu Trp Lys Leu 



Ala His Leu Phe Val Thr Trp Ser 
-10 

Ala Pro Phe Leu Thr Xaa Xaa Lys 
5 10 
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15 



<210> 411 
<211> 51 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -23. . -1 



<220> 

<221> UNSURE 

<222> 13,24 

<223> Xaa = any one of the twenty amino acids 



<400> 411 

Met Ala Phe Gin Ser Leu Leu Glu 

-20 

Phe Pro Leu Gly Ala Gly Val Lys 

-5 1 
Lys Pro Leu Xaa Gin Ala Ser Pro 
10 15 
lie Trp Pro 



Met Lys Phe Phe Leu Cys Ala Ala 
-15 -10 
Met Phe His Tyr Leu Gly Pro Gly 
5 

Ser Pro His Pro His Arg Xaa Arg 
20 25 



<210> 412 

<211> 95 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -48 . . -1 



<220> 

<221> UNSURE 

<222> 12,13,33,34 

<223> Xaa = any one of the twenty amino acids 



<400> 412 
Met Ala Ser Ser 
-45 

Leu Gly Phe Gin 
-30 

Thr Ala Cys Phe 
-15 

Leu Val Val Leu 
1 

Val Lys Asn Lys 
20 

Xaa Xaa Met Met 
35 



His Trp Asn Glu 

Val Gin Lys He 
-25 

Val He Leu Leu 
-10 

Ala Phe Leu Tyr 
5 

Thr Val Lys Asp 

Asp Asn He Arg 
40 



Thr Thr Thr Ser 
-40 

Tyr Pro Phe His 

Leu Phe He Phe 
-5 

Glu Val Leu Xaa 
10 

Leu Lys Ser Glu 
25 

Lys Arg Glu Thr 



Val Tyr Gin Tyr 
-35 

Asp Asn Trp Asn 
-20 

Thr Val Val Ser 

Xaa Cys Cys Cys 
15 

Pro Asn Pro Leu 
30 

Glu Val Val 
45 



<210> 413 

<211> 60 

<212> PRT 

< 2 1 3 > Homo s ap i en s 
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<220> 

<221> SIGNAL 
<222> -32. .-1 



<400> 413 

Met Asp Glu Tyr Ser Trp Trp Cys 
-30 -25 
Gin Met Phe Thr Phe lie Asn lie 

-15 -10 
Gin Arg Phe Phe Tyr Ala Ser Gly 
1 5 
Thr Val Thr Pro Ser Trp Arg Leu 
20 



His Val Leu Glu Val Val Lys Gly 
-20 

Thr Leu Trp Leu Gly Ser Leu Cys 

-5 

Thr Tyr Phe Leu lie Tyr lie Ser 

10 15 
Cys Leu Val Ser 
25 



<210> 414 

<211> 170 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -79. . -1 



<220> 

<221> UNSURE 

<222> 7,8,17,49,52,54,68,77 

<223> Xaa = any one of the twenty amino acids 



<400> 414 

Met Glu Asp Pro 

Lys Glu Arg Ser 
-60 

Ala Pro Lys Cys 
-45 

Gin Glu Arg His 
-30 

Lys Leu Gin Gly 
-15 

Pro Ser Ser Lys 
5 

Ala Lys Pro Thr 
20 

Pro Cys Pro Asp 
35 

Arg His Xaa Gin 
50 

Cys Thr Xaa Cys 

His Tyr lie Arg 
85 



Asn Pro Glu Glu 
-75 

Pro Gin Ser Pro 

Thr Arg Cys Leu 
-40 

Met Lys Arg Glu 
-25 

Val Leu Phe lie 
-10 

Ala Xaa Xaa Thr 

Leu Pro Val Ala 
25 

Cys Gly Lys Thr 
40 

Xaa His Glu Val 
55 

Gly Gin Asp Phe 
70 

His Ala Arg Gly 



Asn Met Lys Gin 
-70 

Gly Gly Asn lie 
-55 

He Thr Phe Ala 

His Pro Ala Asp 
-20 

Cys Phe Thr Cys 
-5 

His Gin Arg Ser 
10 

Thr Thr Thr Ala 

Phe Gly Gin Ala 
45 

Arg Ala Pro Pro 
60 

Ala Gin Glu Xaa 

75 
Gly Leu 
90 



Gin Asp Ser Pro 
-65 

Cys His Leu Gly 
-50 

Asp Ser Lys Phe 
-35 

Phe Val Ala Gin 

Ala Arg Ser Phe 
1 

His Gly Pro Xaa 
15 

Gin Pro Thr Phe 
30 

Val Ser Leu Xaa 

Gly Thr Phe Ala 
65 

Gly Leu His Gin 
80 



<210> 415 

<211> 190 

<212> PRT 

<213> Homo sapiens 
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<220> 

<221> SIGNAL 
<222> -82 . . -1 



<220> 

<221> UNSURE 

<222> 26,54,84 

<223> Xaa = any one of the twenty amino acids 



<400> 415 

Met Tyr Val Trp Pro Cys Ala Val Val Leu Ala Gin Tyr Leu Trp Phe 

-80 -75 -70 

His Arg Arg Ser Leu Pro Gly Lys Ala lie Leu Glu lie Gly Ala Gly 

-65 -60 -55 

Val Ser Leu Pro Gly lie Leu Ala Ala Lys Cys Gly Ala Glu Val lie 
-50 -45 -40 -35 

Leu Ser Asp Ser Ser Glu Leu Pro His Cys Leu Glu Val Cys Arg Gin 

-30 -25 -20 

Ser Cys Gin Met Asn Asn Leu Pro His Leu Gin Val Val Gly Leu Thr 

-15 -10 -5 

Trp Gly His lie Ser Trp Asp Leu Leu Ala Leu Pro Pro Gin Asp lie 

15 10 
lie Leu Ala Ser Asp Val Phe Phe Glu Pro Glu Xaa Phe Glu Asp lie 
15 20 25 30 

Leu Ala Thr lie Tyr Phe Leu Met His Lys Asn Pro Lys Val Gin Leu 

35 40 45 

Trp Ser Thr Tyr Gin Val Arg Xaa Ala Asp Trp Ser Leu Glu Ala Leu 

50 55 60 

Leu Tyr Lys Trp Asp Met Lys Cys Val His lie Pro Leu Glu Ser Phe 

65 70 75 

Asp Ala Asp Lys Glu Xaa lie Ala Glu Ser Thr Leu Pro Gly Arg His 

80 85 90 

Thr Val Glu Met Leu Val lie Ser Phe Ala Lys Asp Ser Leu 
95 100 105 



<210> 416 
<211> 114 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -60. .-1 



<400> 416 

Met Met Ala Ala Val Pro Pro Gly Leu Glu Pro Trp Asn Arg Val Arg 
-60 -55 -50 -45 

lie Pro Lys Ala Gly Asn Arg Ser Ala Val Thr Val Gin Asn Pro Gly 

-40 -35 -30 

Ala Ala Leu Asp Leu Cys lie Ala Ala Val lie Lys Glu Cys His Leu 

-25 -20 -15 

Val lie Leu Ser Leu Lys Ser Gin Thr Leu Asp Ala Glu Thr Asp Val 

-10 -5 1 

Leu Cys Ala Val Leu Tyr Ser Asn His Asn Arg Met Gly Arg His Lys 
5 10 15 20 

Pro His Leu Ala Leu Lys Gin Val Glu Gin Cys Leu Lys Arg Leu Lys 
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25 30 35 

Asn Met Asn Leu Glu Gly Ser lie Gin Asp Leu Phe Glu Leu Phe Ser 
40 45 50 

Ser Lys 



<210> 417 

<211> 161 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -108. . -1 



<220> 

<221> UNSURE 

<222> -99 

<223> Xaa = any one of the twenty amino acids 



<400> 417 

Met Thr Ser Gly Gin Ala Arg Ala Ser Xaa Gin Ser Pro Gin Ala Leu 

-105 -100 -95 

Glu Asp Ser Gly Pro Val Asn lie Ser Val Ser lie Thr Leu Thr Leu 

-90 -85 -80 

Asp Pro Leu Lys Pro Phe Gly Gly Tyr Ser Arg Asn Val Thr His Leu 

-75 -70 -65 

Tyr Ser Thr lie Leu Gly His Gin lie Gly Leu Ser Gly Arg Glu Ala 
-60 -55 -50 -45 

His Glu Glu lie Asn lie Thr Phe Thr Leu Pro Thr Ala Trp Ser Ser 

-40 -35 -30 

Asp Asp Cys Ala Leu His Gly His Cys Glu Gin Val Val Phe Thr Ala 

-25 -20 -15 

Cys Met Thr Leu Thr Ala Ser Pro Gly Val Phe Pro Ser Leu Tyr Ser 

-10 -5 1 

His Arg Thr Val Phe Leu Thr Arg Thr Ala Thr Pro Arg Ser Gly Thr 
5 10 15 20 

Arg Ser Ser Gin Leu Pro Glu Met Pro Thr Gin Asn Thr Pro Lys lie 

25 30 35 

Thr lie Leu Ser Gly Val lie Arg Gly Pro Leu Glu Lys Ser lie Met 
40 45 50 

Leu 



<210> 418 

<211> 67 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -21. . -1 



<400> 418 

Met Leu Gly Gly Asp His Arg Ala 

-20 -15 
Gin Arg Pro Glu Ser Gin Glu Gly 
-5 1 
Met Glu Arg Arg Val Lys Asn Asp 



Leu Leu Leu Lys lie Trp Leu Leu 
-10 

Leu Leu Pro Gly Arg Leu Val Val 

5 10 
Leu Met Ser Phe Leu Ser Thr Val 
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15 20 25 

Leu Leu Ser Phe His Ser Ser Asn Ala Arg Val Ser His Cys Glu Pro 

30 35 40 

Leu Arg Met 
45 

<210> 419 
<211> 332 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -32. .-1 

<220> 

<221> UNSURE 

<222> -30, 108, 134, 13 9, 140, 154, 2 06, 217 

<223> Xaa = any one of the twenty amino acids 



<400> 419 



Met 


He 


Xaa 


Leu 


Arg 


Asp 


Thr 


Ala 


Ala 


Ser 


Leu 


Arg 


Leu 


Glu 


Arg 


Asp 






-30 










-25 










-20 








Thr 


Arg 


Gin 


Leu 


Pro 


Leu 


Leu 


Thr 


Ser 


Ala 


Leu 


His 


Gly 


Leu 


Gin 


Gin 




-15 










-10 










-5 










Gin 


His 


Pro 


Ala 


Phe 


Ser 


Gly 


Val 


Ala 


Arg 


Leu 


Ala 


Lys 


Arg 


Trp 


Val 


1 








5 










10 










15 




Arg 


Ala 


Gin 


Leu 


Leu 


Gly 


Glu 


Gly 


Phe 


Ala 


Asp 


Glu 


Ser 


Leu 


Asp 


Leu 








20 










25 










30 






Val 


Ala 


Ala 


Ala 


Leu 


Phe 


Leu 


His 


Pro 


Glu 


Pro 


Phe 


Thr 


Pro 


Pro 


Ser 






35 










40 










45 








Ser 


Pro 


Gin 


Val 


Gly 


Phe 


Leu 


Arg 


Phe 


Leu 


Phe 


Leu 


Val 


Ser 


Thr 


Phe 




50 










55 










60 










Asp 


Trp 


Lys 


Asn 


Asn 


Pro 


Leu 


Phe 


Val 


Asn 


Leu 


Asn 


Asn 


Glu 


Leu 


Thr 


65 










70 










75 










80 


Val 


Glu 


Glu 


Gin 


Val 


Glu 


He 


Arg 


Ser 


Gly 


Phe 


Leu 


Ala 


Ala 


Arg 


Ala 










85 










90 










95 




Gin 


Leu 


Pro 


Val 


Met 


Val 


He 


Val 


Thr 


Pro 


Gin 


Xaa 


Arg 


Lys 


Asn 


Ser 








100 










105 










110 






Val 


Trp 


Thr 


Gin 


Asp 


Gly 


Pro 


Ser 


Ala 


Gin 


He 


Leu 


Gin 


Gin 


Leu 


Val 






115 










120 










125 








Val 


Leu 


Ala 


Ala 


Glu 


Xaa 


Leu 


Pro 


Met 


Leu 


Xaa 


Xaa 


Gin 


Leu 


Met 


Asp 




130 










135 










140 










Pro 


Arg 


Gly 


Pro 


Gly 


Asp 


He 


Arg 


Thr 


Xaa 


Phe 


Arg 


Pro 


Pro 


Leu Asp 


145 










150 










155 










160 


He 


Tyr 


Asp 


Val 


Leu 


He 


Arg 


Leu 


Ser 


Pro Arg 


His 


He 


Pro 


Arg 


His 










165 










170 










175 




Arg 


Gin 


Ala 


Val 


Asp 


Ser 


Pro 


Ala 


Ala 


Ser 


Phe 


Cys 


Arg 


Gly 


Leu 


Leu 








180 










185 










190 






Ser 


Gin 


Pro 


Gly 


Pro 


Ser 


Ser 


Leu 


Met 


Pro 


Val 


Leu 


Gly 


Xaa 


Asp 


Pro 






195 










200 










205 








Pro 


Gin 


Leu 


Tyr 


Leu 


Thr 


Gin 


Leu 


Xaa 


Glu 


Ala 


Phe 


Gly 


Asp 


Leu 


Ala 




210 










215 










220 










Leu 


Phe 


Phe 


Tyr 


Asp 


Gin 


His 


Gly 


Gly 


Glu 


Val 


He 


Gly 


Val 


Leu 


Trp 


225 










230 










235 










240 


Lys 


Pro 


Thr 


Ser 


Phe 


Gin 


Pro 


Gin 


Pro 


Phe 


Lys 


Ala 


Ser 


Ser 


Thr 


Lys 










245 










250 










255 
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Gly Arg Met Val Met Ser Arg Gly Gly Glu Leu Val Met Val Pro Asn 

260 265 270 

Val Glu Ala lie Leu Glu Asp Phe Ala Val Leu Gly Glu Gly Leu Val 

275 280 285 

Gin Thr Val Glu Ala Arg Ser Glu Arg Trp Thr Val 
290 295 300 

<210> 420 
<211> 65 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -19. . -1 

<400> 420 

Met Gly Gly lie Trp Asn Ala Leu Ser Met Ser Ser Phe Ser Phe His 

-15 -10 -5 

Ser Ser Ser Cys Ser Ala Leu Ser Ala Lys Ser Leu Leu Ser Arg His 

15 10 
His lie Leu Gin Gin Phe Leu Val Arg Lys Ser Val Pro Leu Glu Asn 

15 20 25 

Ala Ser Leu Pro Phe Pro His Leu Gly Ser Ser Leu Phe Lys lie Val 
30 35 40 45 

Gly 

<210> 421 

<211> 57 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGN7VL 
<222> -30. . -1 

<220> 

<221> UNSURE 
<222> 23 

<223> Xaa = any one of the twenty amino acids 
<400> 421 

Met Pro Thr Gly Lys Gin Leu Ala Asp lie Gly Tyr Lys Thr Phe Ser 
-30 -25 -20 -15 

Thr Ser Met Met Leu Leu Thr Val Tyr Gly Gly Tyr Leu Cys Ser Val 

-10 -5 1 

Arg Val Tyr His Tyr Phe Gin Trp Arg Arg Ala Gin Arg Gin Ala Ala 

5 10 15 

Glu Glu Gin Lys Xaa Ser Gly lie Met 
20 25 

<210> 422 

<211> 85 

<212> PRT 

<213> Homo sapiens 

<220> 
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<221> SIGNAL 
<222> -17. . -1 



<220> 

<221> UNSURE 
<222> 24 

<223> Xaa = any one of the twenty amino acids 



<400> 422 
Met Lys Lys Val 
-15 

Gly Phe Pro Val 
1 

Asp Ser Asp Glu 

Pro Phe Arg Pro 
35 

Arg Arg Asn Phe 
50 

Leu Pro Ser Glu 
65 



Leu Leu Leu lie 
-10 

Ser Gin Asp Gin 
5 

Leu Ala Ser Gly 
20 

Leu Pro Pro lie 

Pro lie Pro lie 
55 

Lys 



Thr Ala lie Leu 

Glu Arg Glu Lys 
10 

Xaa Phe Val Phe 
25 

Pro Phe Pro Arg 
40 

Pro Glu Ser Ala 



Ala Val Ala Val 
-5 

Arg Ser lie Ser 
15 

Pro Tyr Pro Tyr 
30 

Phe Pro Trp Phe 
45 

Pro Thr Thr Pro 
60 



<210> 423 
<211> 85 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -17 . . -1 



<220> 

<221> UNSURE 
<222> 7 

<223> Xaa = any one of the twenty amino acids 



<400> 423 
Met Lys Lys Val 
-15 

Gly Phe Pro Val 
1 

Asp Ser Asp Glu 

Pro Phe Arg Pro 
35 

Arg Arg Asn Phe 
50 

Leu Pro Ser Glu 
65 



Leu Leu Leu lie 
-10 

Ser Gin Asp Xaa 
5 

Leu Ala Ser Gly 
20 

Leu Pro Pro lie 

Pro lie Pro lie 
55 

Lys 



Thr Ala lie Leu 

Glu Arg Glu Lys 
10 

Phe Phe Val Phe 
25 

Pro Phe Pro Arg 
40 

Pro Glu Ser Ala 



Ala Val Ala Val 
-5 

Arg Ser lie Ser 
15 

Pro Tyr Pro Tyr 
30 

Phe Pro Trp Phe 
45 

Pro Thr Thr Pro 
60 



<210> 424 

<211> 69 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
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<222> -29. . -1 



<220> 

<221> UNSURE 

<222> 24,26,34,37 

<223> Xaa = any one of the twenty amino acids 



<400> 424 

Met Thr Cys Arg Gly Ser Cys Ser 
-25 

Glu Leu Ser Leu Leu Pro Ser Ser 
-10 

Pro Thr lie Thr lie Ala Leu Ala 

5 10 
Leu Pro Ser Ser Xaa Arg Xaa Lys 
20 25 
Gin Xaa Ala Leu Leu 
40 



Tyr Ala Thr Arg Arg Ser Pro Ser 

-20 -15 
Leu Trp Val Leu Ala Thr Ser Ser 
-5 1 
Met Ala Ala Gly Asn Leu Cys Pro 
15 

Arg Arg Trp Cys Gin Ala Xaa Gin 
30 35 



<210> 425 

<211> 122 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -56. . -1 



<220> 

<221> UNSURE 

<222> -13,4 

<223> Xaa = any one of the twenty amino acids 



<400> 425 
Met Val Pro Trp 
-55 

Ser Arg Phe Pro 
-40 

Trp Ser Pro Ala 

Thr Leu Ala Leu 
-5 

Lys Leu Ala Gly 
10 

Pro Leu Thr Leu 
25 

Val Ala Gin Lys 

Val Pro Ser Trp 
60 



Pro Arg Gly Lys 
-50 

Phe Leu Pro Thr 
-35 

Ser His Gin Gin 
-20 

Leu Gly Gin Cys 

Gin Lys Ala Lys 
15 

Trp Pro Leu Thr 
30 

Lys Leu Arg Trp 
45 

Val Gin Phe Phe 



Val Lys Thr Ala 
-45 

His Asp Pro Pro 
-30 

Phe Lys His Xaa 
-15 

Ser Leu Phe Xaa 
1 

Lys Leu Pro Ser 
20 

Pro Gin Phe Ala 
35 

Ser Gly Thr Leu 
50 

Leu Gly 
65 



Pro lie Pro lie 

Thr Pro Ala His 
-25 

Ser Pro Leu Leu 
-10 

Asn Leu Arg Lys 
5 

Phe Ser Ser Leu 

Glu Leu Thr Thr 
40 

Gly Trp Gly Pro 
55 



<210> 426 

<211> 41 

<212> PRT 

<213> Homo sapiens 



<220> 
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<221> SIGNAL 
<222> -30. . -1 



<400> 426 

Met Ala Cys Glu 

-30 

Leu lie Thr Cys 

Arg Cys Ser Gly 
5 



Thr His Gly Val 
-25 

Leu Leu Ala Phe 
-10 

Ser Pro Leu Pro 
10 



Leu Val Pro Ala 
-20 

Trp Val Pro Ala 
-5 

Leu 



His Leu Ser Gly 
-15 

Ser Cys lie Gin 
1 



<210> 427 

<211> 50 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -36. .-1 



<400> 427 

Met Ala Pro His Thr Ala Ser Phe Gly Val Cys Pro Leu Leu Ser Val 

-35 -30 -25 

Thr Arg Val Val Ala Thr Glu His Trp Leu Phe Leu Ala Ser Leu Ser 
-20 -15 -10 -5 

Gly lie Lys Thr Tyr Gin Ser Tyr lie Ser Val Phe Cys Lys Val Thr 
15 10 

Leu lie 



<210> 428 

<211> 136 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -18 . . -1 



<220> 

<221> UNSURE 

<222> -2,73,102,107,110 

<223> Xaa = any one of the twenty amino acids 



<400> 428 
Met Asp Ser Leu 
-15 

Xaa Ala Gly Val 
1 

Arg Arg Lys Gin 
15 

Ser Arg Glu Glu 

Gin Glu Ala Ala 
50 

Met Val Gly Gly 
65 

Leu Ala Ser Val 



Arg Lys Met Leu 

Gly Tyr Ala Leu 
5 

Glu Met Leu Lys 
20 

Ala Ala Arg Thr 
35 

Thr Thr Gin Glu 

Glu Gly Gly Ala 
70 

Gly Ala Gly Pro 



He Ser Val Ala 
-10 

Leu Val He Val 
10 

Glu Met Pro Leu 
25 

Gin Gin Leu Leu 
40 

Asn Val Ala Trp 
55 

Thr Gly Xaa His 
Trp Leu Gly Arg 



Met Leu Gly Ala 
-5 

Thr Pro Gly Glu 

Gin Asp Pro Arg 
30 

Leu Ala Thr Leu 
45 

Arg Lys Asn Trp 
60 

Arg Glu Thr Gly 
75 

Arg Asn Pro Arg 
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80 



85 



90 



Gin Leu Ser Pro Ser Trp Ala Xaa Arg Lys lie Arg Xaa Glu Asn Xaa 
95 100 105 110 

Met Pro Gly Leu Ser Gly Val Leu 
115 



<210> 429 

<211> 194 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -65. .-1 



<220> 

<221> UNSURE 

<222> 20,83,95,121 

<223> Xaa = any one of the twenty amino acids 



<400> 429 

Met Gin Asp Ala 

-65 

Val Ser Ser Ala 

Arg Asn Leu Pro 
-30 

Ala Ala Gly He 
-15 

Ser Lys He Tyr 
1 

Gly Leu Asp Asn 

Ala Tyr Tyr Glu 
35 

Asp Gly Ser He 
50 

Cys Arg Arg Gly 
65 

Ser Ala Leu Xaa 
80 

Lys He Val Lys 

Lys His Cys Glu 
115 

Val Ser 



Pro 


Leu 


Ser 


Cys 




-60 






Asp 


Ser 


Thr 


Glu 


-45 








Phe 


Gin 


Phe 


Cys 


Leu 


Thr 


Leu 


He 








-10 


Thr 


Arg 


Cys 


Lys 




5 






Xaa 


Arg Gly Phe 


20 








Ser 


Gly Tyr 


Asn 


Asp 


Tyr 


Gly 


He 








55 


Lys 


Leu 


Lys 


Glu 






70 




Thr 


Asp 


Asp 


Leu 




85 






Glu 


Thr 


Gin Gly 


100 








Gly 


Arg 


Asp 


Leu 



Leu Ser Pro Thr 
-55 

Lys Ser Ala Ser 
-40 

Leu Arg Gin Ala 
-25 

Gly Cys Leu Val 

Leu Ala Lys He 
10 

Ser Leu Gly Asn 
25 

Thr Thr Ala Gin 
40 

Phe Gin He Asn 

Asn Asn His Cys 
75 

Thr Asp Ala He 
90 

Met Asn Tyr Trp 
105 

Ser Xaa Trp Lys 
120 



Lys Trp Ser Ser 
-50 

Ala Ala Gly Thr 
-35 

Leu Arg Met Lys 
-20 

Thr Gly Val Glu 
-5 

Phe Ser Arg Ala 
15 

Trp He Cys Met 
30 

Thr Val Leu Asp 
45 

Ser Phe Ala Trp 
60 

His Val Ala Cys 

He Cys Ala Xaa 
95 

Gin Gly Trp Lys 
110 

Lys Gly Cys Glu 
125 



<210> 430 

<211> 141 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -69. .-1 



<220> 



349 




<221> UNSURE 

<222> 27,29,38,42,43,50,55,60 

<223> Xaa = any one of the twenty amino acids 



<400> 430 

Met Thr Ser Gin 

Asn Val lie Asn 
-50 

Gly Gin Asp Ser 
-35 

Gly Thr He Gin 
-20 

He Leu Ala Ser 
-5 

Thr Leu Leu Asn 
15 

Lys Xaa Ser Glu 
30 

Asn Ser Leu Asn 
45 

Xaa Gin Gly Phe 
60 



Pro Val Pro Asn 
-65 

Phe Ser Gin Ala 

Leu Lys Lys His 
-30 

He Leu Cys Gly 
-15 

Ala Ser Phe Ser 
1 

Ser Ala Tyr Pro 

Glu Gly Arg Met 
35 

Phe Pro Xaa Ala 
50 

Asn Gly Glu Ser 
65 



Glu Thr He He 
-60 

Glu Lys Pro Glu 
-45 

Leu His Ala Glu 

Met Met Val Leu 
-10 

Pro Asn Phe Thr 
5 

Phe He Gly Pro 
20 

Gly Gin Xaa Gly 

Ser Leu Leu Xaa 
55 

Cys Ser Pro Val 
70 



Val Leu Pro Ser 
-55 

Pro Thr Asn Gin 
-40 

He Lys Val He 
-25 

Ser Leu Gly He 

Gin Val Thr Ser 
10 

Phe Phe Val Xaa 
25 

Glu Glu Xaa Xaa 
40 

Leu He Cys Gin 
Gly 



<210> 431 
<211> 248 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -69. . -1 



<220> 

<221> UNSURE 

<222> -25, 65, 79, 83, 90, 91, 94 , 106 , 112 , 13 0 , 131 , 155 
<223> Xaa = any one of the twenty amino acids 



<400> 431 

Met Thr Ser Gin 

Asn Val He Asn 
-50 

Gly Gin Asp .Ser 
-35 

Gly Thr He Gin 
-20 

He Leu Ala Ser 

-5 

Thr Leu Leu Asn 
15 

He Ser Gly Ser 
30 

Leu Val His Thr 
45 

Leu Val Gly Phe 
60 



Pro Val Pro Asn 
-65 

Phe Ser Gin Ala 

Leu Lys Lys His 
-30 

He Leu Cys Gly 
-15 

Ala Ser Phe Ser 
1 

Ser Ala Tyr Pro 

Leu Ser He Ala 
35 

Thr Leu Val Gly 
50 

He Xaa Leu Ser 
65 



Glu Thr He He 
-60 

Glu Lys Pro Glu 
-45 

Leu His Ala Glu 

Met Met Val Leu 
-10 

Pro Asn Phe Thr 
5 

Phe He Gly Pro 
20 

Thr Lys Lys Arg 

Ser He Leu Ser 
55 

Val Lys Gin Ala 
70 



Val Leu Pro Ser 
-55 

Pro Thr Asn Gin 
-40 

Xaa Lys Val He 
-25 

Ser Leu Gly He 

Gin Val Thr Ser 
10 

Phe Phe Phe He 
25 

Leu Thr Asn Leu 
40 

Ala Leu Ser Ala 

Thr Leu Asn Pro 
75 
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Ala Ser Leu Xaa 

Tyr Val Xaa Tyr 
95 

Thr Ala Lys Ala 
110 

Thr Leu Leu Glu 
125 

Lys Gin Ala Tyr 
140 

Ser Tyr lie Gly 

Gly Tyr Glu Glu 
175 




Cys Glu Leu Xaa 
80 

Phe Tyr His Asp 

Xaa Leu Ala Gly 
115 

Phe Cys Xaa Xaa 
130 

Ser Asp Phe Pro 
145 

Asn Ser Gly Met 
160 

Leu Leu Thr Ser 



Lys Asn Asn lie 
85 

Ser Leu Tyr Thr 
100 

Thr Leu Ser Leu 

Val Leu Thr Ala 
135 

Gly Ser Val Leu 
150 

Ser Ser Lys Met 
165 



Pro Thr Xaa Xaa 
90 

Thr Asp Xaa Tyr 
105 

Met Leu lie Cys 
120 

Val Leu Arg Trp 

Phe Leu Pro Xaa 
155 

Thr His Asp Cys 
170 



<210> 432 

<211> 49 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -36. .-1 



<220> 

<221> UNSURE 
<222> -24,11 

<223> Xaa = any one of the twenty amino acids 
<400> 432 

Met Gin Val Pro His Leu Arg Val Trp Thr Gin Val Xaa Asp Thr Phe 

-35 -30 -25 

lie Gly Tyr Arg Asn Leu Gly Phe Thr Ser Met Cys lie Leu Phe His 
-20 -15 -10 -5 

Cys Leu Leu Ser Phe Gin Val Phe Lys Lys Lys Arg Lys Leu Xaa Leu 
15 10 

Phe 



<210> 433 

<211> 86 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -14 . . -1 



<400> 433 

Met Val Ala Leu 

Asp Pro Arg Arg 
5 

Ala Asp Thr Gly 
20 

Arg Arg Ser Gin 
35 

Glu Asn Gin Pro 



Asn Leu lie Leu 
-10 

lie His Ser Gin 
10 

Ser Ala Met Gin 
25 

Pro Phe Ser Val 
40 

Gly Lys Leu Ser 



Val Pro Cys Cys 
-5 

Asp Asp Val Leu 

Arg Arg Glu Ala 
30 

Gly Leu Pro Ser 
45 

Trp Arg Ser Leu 



Ala Ala Trp Cys 
1 

Arg Ser Ser Ala 
15 

Trp Ala Gly Trp 

Ala Glu Arg Leu 
50 

Val Gly Glu Gly 
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55 

His Arg lie Cys Asp Leu 
70 



60 



65 



<210> 434 
<211> 144 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -58. .-1 



<400> 434 
Met Thr Arg Leu 
-55 

Pro Val Pro Pro 
-40 

Val Arg Pro Pro 
-25 

Asp Ser Val Leu 
-10 

Phe Ser Thr Thr 
10 

Thr Phe Asp Leu 
25 

Asn Phe Ser Pro 
40 

Ser Arg Arg Leu 
55 

Ala Ser Arg Lys 



Cys Leu Pro 


Arg 


Arg Gly Leu 


Gly 




-35 


Val Ser Thr 


Trp 


-20 




Trp Leu Gly 


Ala 


-5 




Gly Pro Ala 


Leu 


Leu His Arg 


Pro 




30 


Gly Ala Arg 


Val 


45 




Tyr Ser Cys 


Lys 


60 




His Cys Cys 


Cys 



Pro Glu Ala Arg 
-50 

Ala Gly Glu Gly 

Gly Pro Ser Trp 
-15 

Leu Gly Leu Thr 
1 

Leu Leu Leu Leu 
15 

Ala Val Thr Leu 

Arg Gly Pro Val 
50 

Trp Val Gin Ser 
65 

Cys Ser Trp Gly 
80 



Glu Asp Pro lie 
-45 

Ser Gly Ser Pro 
-30 

Ala Gin Leu Leu 

He Gin Ala Val 
5 

Val Ser Phe Leu 
20 

Cys His Ser Ala 
35 

Lys Val Leu Asp 

Gin Asp Asn Leu 
70 

Trp Ala Arg Ser 
85 



<210> 435 

<211> 121 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -16 . . -1 



<220> 

<221> UNSURE 

<222> 56, 59, 63, 70, 73, 78, 79, 104, 105 

<223> Xaa = any one of the twenty amino acids 



<400> 435 
Met Glu Arg Leu 
-15 

Ser Ala Gly Cys 
1 

Cys Phe Lys Val 
20 

Pro Leu Asp Gin 
35 

Glu Ser Pro Pro 



Val Leu Thr Leu 
-10 

Ala Thr Thr Pro 
5 

Ser Ser Trp Thr 

Val Cys He Ser 
40 

Gly Arg Gly Xaa 



Cys Thr Leu Pro 
-5 

Ala Arg Asn Leu 
10 

Glu Cys Pro Pro 
25 

Asn Glu Val Val 
Val Pro Xaa Ala 



Leu Ala Val Ala 

Ser Cys Tyr Gin 
15 

Thr Trp Cys Ser 
30 

Val Ser Phe Ser 
45 

Gly Glu Xaa Pro 
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50 55 
Val Pro Pro Pro Leu Xaa Asp Leu 
65 70 
Ala Trp Gly Pro Val Gly Pro Lys 
85 

Leu Gly Ser Gly Glu His Pro Xaa 
100 



60 

Xaa Met Thr Pro Arg Xaa Xaa Arg 

75 80 
Val Pro Pro Ala Val Ser Pro Ala 
90 95 

Xaa 
105 



<210> 436 
<211> 162 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -16 . . -1 



<220> 

<221> UNSURE 

<222> 69,106,118,134,141 

<223> Xaa = any one of the twenty amino acids 



<400> 436 
Met Glu Arg Leu 
-15 

Ser Ala Gly Cys 
1 

Cys Phe Lys Val 
20 

Pro Leu Asp Gin 
35 

Trp Ser Val Arg 
50 

Asn Asp Asn Met 
65 

Val He Thr Arg 

Thr Pro Gin Glu 
100 

Asp Pro Ser Arg 
115 

Pro Leu Cys Leu 

130 
Glu Gly 
145 



Val Leu Thr Leu 
-10 

Ala Thr Thr Pro 
5 

Ser Ser Trp Thr 

Val Cys He Ser 
40 

Val Leu Leu Ser 
55 

Xaa Phe Glu Trp 
70 

Arg Cys Cys Ser 
85 

Gly Arg Trp Ala 

Gly Xaa Lys Thr 
120 

Pro Xaa Ser Asn 
135 



Cys Thr Leu Pro 
-5 

Ala Arg Asn Leu 
10 

Glu Cys Pro Pro 
25 

Asn Glu Val Val 

Lys Arg Cys Ala 
60 

Ser Pro Ala Pro 
75 

Trp Ala Leu Cys 
90 

Leu Xaa Gly Gly 
105 

Trp Val Arg Pro 

Pro Leu Cys Pro 
140 



Leu Ala Val Ala 

Ser Cys Tyr Gin 
15 

Thr Trp Cys Ser 
30 

Val Ser Phe Lys 
45 

Pro Arg Cys Pro 

Met Val Gin Gly 
80 

Asn Arg Ala Leu 
95 

Leu Leu Leu Gin 
110 

Gin Leu Gly Leu 
125 

Xaa Glu Thr Gin 



<210> 437 

<211> 110 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -20. . -1 



<220> 

<221> UNSURE 
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<222> -19,-3 

<223> Xaa = any one of the twenty amino acids 



<400> 437 

Met Xaa Leu Met 

-20 

Gly Xaa Gin Ala 

Leu Lys Asp His 
15 

Thr Gin lie Asp 
30 

Cys Glu Met lie 
45 

Lys Arg Arg Phe 

Gin Ser Met Arg 
80 



Val Leu Val Phe 
-15 

Met Pro Ala Asn 
1 

Asn Cys His Asn 
20 

Val Asn Val Gin 
35 

Cys Tyr Cys Asn 
50 

Leu Trp Thr Lys 
65 

lie Phe Met Tyr 



Thr lie Gly Leu 
-10 

Arg Leu Ser Cys 
5 

Leu Pro Glu Gly 

Asp His Phe Trp 
40 

Phe Lys Arg lie 
55 

Asp Leu Phe Arg 
70 

Ser Gly Glu His 
85 



Thr Leu Leu Leu 
-5 

Tyr Arg Lys lie 
10 

Val Ala Asp Leu 
25 

Asp Gly Lys Gly 

Ala Leu Leu Pro 
60 

Asp Ser Leu Gin 
75 

His Ser 
90 



<210> 438 

<211> 71 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -15. .-1 



<220> 

<221> UNSURE 
<222> 43 

<223> Xaa = any one of the twenty amino acids 



<400> 438 

Met Lys Leu Leu 

-15 

Gly Ser Arg Gly 
5 

Cys Pro Val Glu 
20 

Val Glu Trp Ser 
35 

Gin Val Pro Arg 
50 



Thr His Asn Leu 
-10 

Phe Pro Leu Arg 

Phe Asn Pro Asn 
25 

Ala Phe Leu Glu 
40 

Arg Ala Gly 
55 



Leu Ser Ser His 
-5 

Leu Gin Ala Thr 
10 

Phe Val Ala Arg 

Ala Xaa Asp Asn 
45 



Val Arg Gly Val 
1 

Glu Val Arg lie 
15 

Met lie Pro Lys 
30 

Leu Arg Leu lie 



<210> 439 

<211> 99 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -24 . . -1 



<220> 

<221> UNSURE 
<222> 66 
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<223> Xaa 



= any one of the twenty amino acids 



<400> 439 



Met 


Lys 


Ser 


Ala 


Lys 


Leu Gly Phe 


Leu 


Leu 


Arg Phe Phe 


He 


Phe 


Cys 










-20 








-15 






-10 




Ser 


Leu 


Asn 


Thr 


Leu 


Leu 


Leu Gly Gly Val 


Asn Lys He 
5 


Ala 


Glu 


Lys 


lie 


Cys 


Gly 


-5 
Asp 


Leu 


Lys 


Asp Pro 


Cys 


Lys 


Leu Asp Met 


Asn 


Phe 


Gly 




10 










15 






20 








Ser 


Cys 


Tyr 


Glu 


Val 


His 


Phe Arg 


Tyr 


Phe 


Tyr Asn Arg 


Thr 


Ser 


Lys 


25 










30 








35 






40 


Arg 


Cys 


Glu 


Thr 


Phe 


Val 


Phe Ser 


Ser 


Cys 


Asn Gly Asn 


Leu 


Asn 


Asn 










45 








50 






55 




Phe 


Lys 


Leu 


Lys 


He 


Glu 


Arg Glu 


Val 


Xaa 


Cys Val Ala 


Lys 


Tyr 


Lys 



60 65 70 



Pro Pro Arg 

75 



<210> 440 
<211> 169 
<212> PRT 
<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -25 . . -1 



<220> 

<221> UNSURE 
<222> 115 

<223> Xaa = any one of the twenty amino acids 



<400> 440 

Met Arg Lys Pro 

-25 

Leu Leu Pro Leu 

Thr Pro Gly Ser 
10 

Leu Leu Thr Pro 

25 

Thr His Gly Cys 
40 

Asn His Gly Leu 

Ala Ser Trp Phe 
75 

Asn His Val Tyr 
90 

He Leu Ser Pro 
105 

Ser Pro Thr Thr 
120 

Arg Thr Pro Asp 



Ala Ala Gly Phe 
-20 

Ala Pro Ala Ala 

-5 

Pro Leu Ser Pro 
15 

Thr Trp Lys Ala 
30 

Arg Asn Pro Thr 
45 

Val Pro Asp Gly 
60 

Glu Ser Phe Cys 

Tyr Ala Lys Arg 
95 

Asn Thr Leu Lys 
110 

Asp Asp Leu Pro 
125 

Leu Pro Ala Leu 
140 



Leu Pro Ser Leu 
-15 

Ala Gin Asp Ser 
1 

Thr Glu Tyr Gin 

Glu Thr Thr Cys 
35 

Leu Val Gin Leu 
50 

Ala Val Cys Ser 
65 

Gin Phe Thr His 
80 

Val Leu Cys Ser 

Glu He Glu Xaa 
115 

His Leu Thr Pro 
130 

Ala 



Leu Lys Val Leu 
-10 

Thr Gin Ala Ser 
5 

Arg Phe Phe Ala 
20 

Arg Leu Arg Ala 

Asp Gin Tyr Glu 
55 

Asn Leu Pro Tyr 
70 

Tyr Arg Cys Ser 
85 

Gin Pro Val Ser 
100 

Ser Ala Glu Val 

Leu His Ser Asp 
135 



<210> 441 



<211> 167 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -76. . -1 

<220> 

<221> UNSURE 

<222> 35,58,61,64 

<223> Xaa = any one of the twenty amino acids 



<400> 441 






















Met 


Gly 


Asp 


Tyr 


Leu 


Leu Arg Gly Tyr Arg Met 


Leu Gly Glu Thr 


Cys 




-75 










-70 










-65 




Ala 


Asp 


Cys 


Gly Thr 


He 


Leu 


Leu 


Gin 


Asp 


Lys 


Gin Arg Lys He 


Tyr 


-60 










-55 










-50 




-45 


Cys 


Val 


Ala 


Cys 


Gin 


Glu 


Leu Asp 


Ser 


Asp 


Val 


Asp Lys Asp Asn 


Pro 










-40 










-35 




-30 




Ala 


Leu 


Asn 


Ala 


Gin 


Ala 


Ala 


Leu 


Ser 


Gin 


Ala 


Arg Glu His Gin 


Leu 








-25 










-20 






-15 




Ala 


Ser 


Ala 


Ser 


Glu 


Leu 


Pro 


Leu 


Gly 


Ser 


Arg 


Pro Ala Pro Gin 


Pro 






-10 










-5 








1 




Pro 


Val 


Pro 


Arg 


Pro 


Glu 


His 


Cys 


Glu Gly Ala Ala Ala Gly Leu Lys 


5 










10 










15 




20 


Ala 


Ala 


Gin 


Gly Pro 


Pro 


Ala 


Pro 


Ala 


Val 


Pro 


Pro Asn Thr Xaa 


Val 










25 










30 




35 




Met 


Ala 


Cys 


Thr 


Gin 


Thr 


Ala 


Leu 


Leu 


Gin 


Lys 


Leu Thr Trp Ala 


Ser 








40 










45 






50 




Ala 


Glu 


Leu 


Gly 


Ser 


Xaa 


Thr 


Ser 


Xaa 


Gly 


Lys 


Xaa Ala Ser Ser 


Cys 






55 










60 








65 




Val 


Ala 


Leu 


Ser 


Ala 


His 


Val 


Arg 


Arg 


Pro 


Cys 


Ala Ala Cys Ser 


Ser 




70 










75 










80 




Tyr 


Ser 


Thr 


Lys 


Arg 


Ser 


Pro 














85 










90 

















<210> 442 
<211> 70 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -15. .-1 

<220> 

<221> UNSURE 

<222> 28,38,39,46,47,48,49,50 

<223> Xaa = any one of the twenty amino acids 
<400> 442 

Met He Leu Cys Phe Leu Leu Pro His His Arg Leu Gin Glu Ala Arg 
-15 -10 -5 1 

Gin He Gin Val Leu Lys Met Leu Pro Arg Glu Lys Leu Arg Arg Arg 

5 10 15 

Glu Glu Arg Lys Gin He Asn Gly Lys Lys Xaa Arg Thr Lys Tyr Glu 
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20 25 
Thr Pro Arg Lys Xaa Xaa Gly Lys 

35 40 
Xaa Leu Ser Lys Arg Asp 
50 55 



30 

Lys Gly Gly Asn Xaa Xaa Xaa Xaa 
45 



<210> 443 

<211> 381 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -33. .-1 



<220> 

<221> UNSURE 

<222> -13,72,98,117,126,183,300 

<223> Xaa = any one of the twenty amino acids 



<400> 443 



Met 


Ser 


irp 


nil. 








-30 


Val 


Gly 


Ala 


Asn 






-15 




Ala 


Thr 


Arg 


He 




1 






Lys 


Met 


Ala 


Thr 


Lys 


Pro 


Val 


His 








35 


Gly Met 


Ala 


Cys 






50 




Leu 


Ala 


Leu 


Val 




65 






Asp 


Leu 


Gin 


His 


80 








Ser 


Lys 


Xaa 


Tyr 


Ala Gly 


Ala 


Arg 








115 


Arg 


Asn 


Val 


Ala 






130 




Ser 


Pro 


His 


Cys 




145 






Thr 


Tyr 


Val 


Ala 


160 








Gly 


Ser 


Gly 


Cys 


Gin 


Lys 


Leu 


Gly 








195 


Glu 


His 


Gly 


Asp 






210 




Gly Val 


Pro 


Leu 




225 






Pro 


Glu 


Gin 


Trp 



240 



Val Pro Val Val 

Xaa Leu Cys Leu 
-10 

Pro Leu Asn Gly 
5 

Val Lys Ser Glu 
20 

His Ser Lys Val 

Ala He Ser He 
55 

Asp Leu Asp Glu 
70 

Gly Ser Pro Phe 
85 

Phe Val Thr Ala 
100 

Gin Xaa Lys Gly 

He Phe Lys Leu 
135 

Lys Leu He He 
150 

Trp Lys Leu Ser 
165 

Asn Leu He Xaa 
180 

He His Ser Glu 

Ser Ser Val Pro 
215 

Lys Asp Leu Asn 
230 

Lys Asn Val His 
245 



Arg Ala Ser Gin 
-25 

Gly Met Ala Leu 

Thr Trp Leu Phe 
10 

Leu He Glu Arg 
25 

Ser He He Gly 
40 

Leu Leu Lys Gly 

Xaa Lys Leu Lys 
75 

Thr Lys Met Pro 
90 

Asn Ser Asn Leu 
105 

Glu Thr Arg Leu 
120 

Met He Ser Ser 

Val Ser Asn Pro 
155 

Ala Phe Pro Lys 
170 

Ala Arg Phe Arg 
185 

Ser Cys His Gly 
200 

Val Trp Ser Gly 

Ser Asp He Gly 
235 

Lys Glu Val Thr 
250 



Arg Val Ser Ser 
-20 

Cys Pro Arg Gin 
-5 

Thr Pro Val Ser 
15 

Phe Thr Ser Glu 
30 

Thr Gly Ser Val 
45 

Leu Ser Asp Glu 
60 

Gly Glu Thr Met 

Asn He Val Cys 
95 

Val He He Thr 
110 

Asn Leu Xaa Gin 
125 

He Val Gin Tyr 
140 

Val Asp He Leu 

Asn Arg He He 
175 

Phe Leu He Gly 
190 

Trp He Leu Gly 
205 

Val Asn He Ala 
220 

Thr Asp Lys Asp 

Ala Thr Ala Tyr 
255 
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Glu lie lie Lys 

Val Ala Asp Leu 
275 

Pro Val Ser Thr 
290 

Phe Leu Ser lie 
305 

lie Lys lie Lys 
320 

Ala Lys Thr Leu 



Met Lys Gly Tyr 
260 

Thr Glu Ser lie 

lie Thr Lys Gly 
295 

Pro Cys lie Leu 
310 

Leu Thr Pro Glu 
325 

Trp Glu lie Gin 
340 



Thr Ser Trp Ala 
265 

Leu Lys Asn Leu 
280 

Leu Tyr Gly lie 

Gly Glu Asn Gly 
315 

Glu Glu Ala His 
330 

Asn Lys Leu Lys 
345 



lie Gly Leu Ser 
270 

Arg Arg lie His 
285 

Xaa Glu Glu Val 
300 

lie Thr Asn Leu 

Leu Lys Lys Ser 
335 

Leu 



<210> 444 

<211> 39 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -14. . -1 

<400> 444 

Met Tyr Tyr Met Val Cys Leu Phe 
-10 

Leu Pro He He Gly Thr Val Thr 

5 10 
Val Tyr Pro Thr Ser Ala Gly 
20 25 



Phe Arg Leu He Phe Ser Glu His 

-5 1 
Ser His Lys Thr Gly Thr Leu Thr 
15 



<210> 445 

<211> 50 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -37 . . -1 



<400> 445 

Met Val Leu Thr Thr Leu Pro Leu 
-35 -30 
Met Pro Thr Thr Gly Pro Asn Ser 

-20 -15 
Ser Pro Cys Leu Thr Ala Pro Lys 
-5 1 
Asp Asn 



Pro Ser Ala Asn Ser Pro Val Asn 
-25 

Leu Ser Tyr Ala Ser Ser Ala Leu 
-10 

Ser Pro Arg Leu Ala Met Met Pro 

5 10 



<210> 446 

<211> 51 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -26 . . -1 
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<220> 

<221> UNSURE 

<222> 11,13,17 

<223> Xaa = any one of the twenty amino acids 



<400> 446 

Met Thr Pro Trp Cys Leu Ala Cys Leu Gly Arg Arg Pro Leu Ala Ser 

-25 -20 -15 

Leu Gin Trp Ser Leu Thr Leu Ala Trp Cys Gly Ser Gly Ser His Trp 
-10 -5 15 

Thr Glu Arg Pro Xaa Gin Xaa Ser Pro Trp Xaa Ser Leu Ser Ala Thr 
10 15 20 

Thr Arg Gly 
25 



<210> 447 
<211> 242 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -30. . -1 



<220> 

<221> UNSURE 

<222> 100, 103 , 122, 161, 182 , 184 , 185 , 200 , 207 
<223> Xaa = any one of the twenty amino acids 



<400> 447 

Met Gly Glu Ala Ser Pro Pro Ala Pro Ala Arg Arg His Leu Leu Val 
-30 -25 -20 -15 

Leu Leu Leu Leu Leu Ser Thr Leu Val lie Pro Ser Ala Ala Ala Pro 

-10 -5 1 

lie His Asp Ala Asp Ala Gin Glu Ser Ser Leu Gly Leu Thr Gly Leu 

5 10 15 

Gin Ser Leu Leu Gin Gly Phe Ser Arg Leu Phe Leu Lys Gly Asn Leu 

20 25 30 

Leu Arg Gly lie Asp Ser Leu Phe Ser Ala Pro Met Asp Phe Arg Gly 
35 40 45 50 

Leu Pro Gly Asn Tyr His Lys Glu Glu Asn Gin Glu His Gin Leu Gly 

55 60 65 

Asn Asn Thr Leu Ser Ser His Leu Gin lie Asp Lys Met Thr Asp Asn 

70 75 80 

Lys Thr Gly Glu Val Leu lie Ser Glu Asn Val Val Ala Ser lie Gin 

85 90 95 

Pro Xaa Glu Gly Xaa Phe Glu Gly Asp Leu Lys Val Pro Arg Met Glu 

100 105 110 

Glu Lys Glu Ala Leu Val Pro Xaa Gin Lys Ala Thr Asp Ser Phe His 
115 120 125 130 

Thr Glu Leu His Pro Arg Val Ala Phe Trp lie lie Lys Leu Pro Arg 

135 140 145 

Arg Arg Ser His Gin Asp Ala Leu Glu Gly Gly His Trp Leu Xaa Glu 

150 155 160 

Lys Arg His Arg Leu Gin Ala lie Arg Asp Gly Leu Arg Lys Gly Thr 

165 170 175 

His Lys Asp Xaa Leu Xaa Xaa Gly Thr Glu Ser Ser Ser His Ser Arg 



359 



180 185 
Leu Ser Pro Arg Lys Xaa His Leu 
195 200 
Gin Leu 



190 

Leu Tyr lie Leu Xaa Pro Ser Arg 
205 210 



<210> 448 

<211> 154 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -60 . . -1 



<400> 448 




Met 


Gly 


Ser 


Lys 


-60 








Arg 


Gin 


Arg 


Arg 


Arg 


Val 


Lys 


Ala 








-25 


Val 


Arg 


Arg 


Thr 






-10 




Cys 


Trp 


Trp 


Arg 


5 








Ala 


Leu 


Leu Gly 


Gin 


Ser 


Cys 


He 








40 


Cys 


Asn 


Ala 


Leu 






55 




Gin 


Thr 


Asp 


Gly 




70 






Pro 


Glu 


Phe 


His 



Cys Cys Lys Gly 
-55 

Gin Lys Leu Leu 
-40 

Ala Gly Gin He 

Leu Leu Val Ala 
-5 

Thr Leu Val Gin 
10 

Val Tyr Val He 
25 

Arg Met Trp Gin 

Cys Leu Phe Gin 
60 

Phe Leu Gin Val 
75 

He Glu He Leu 
90 



Gly Pro Asp Glu 
-50 

Leu Ala Gin Leu 
-35 

Gin Ala Trp Trp 
-20 

Ala Leu Arg Ala 

Arg Arg He Arg 
15 

Gin Glu Gin Ala 
30 

Cys Arg Gin Cys 
45 

Val Pro Lys Ser 

Gin Tyr Ala He 
80 

Ser He 



Asp Ala Val Glu 
-45 

His His Arg Lys 
-30 

Arg Gly Val Leu 
-15 

Trp Met He Gin 
1 

Gin Arg Arg Gin 
20 

Ala Val Lys Leu 
35 

Tyr Arg Gin Met 
50 

Ser Leu Ala Phe 
65 

Pro Ser Lys Gin 



<210> 449 

<211> 89 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -61. . -1 



<220> 

<221> UNSURE 

<222> 13,28 

<223> Xaa = any one of the twenty amino acids 



<400> 449 
Met Asn Ala Ala 
-60 

Glu Thr Glu Val 
-45 

Glu Ala Arg Ser 



He Asn Thr Gly 
-55 

Gin Asn Pro Asp 
-40 

His Ala Asp Gin 
-25 



Pro Ala Pro Ala 
-50 

Val Leu Trp Asp 
-35 

Asp Ser Asn Pro 
-20 



Val Thr Lys Thr 

Leu Asp He Pro 
-30 

Lys Ala Glu Ala 
-15 
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Leu Leu Pro Cys Asn Leu His Cys 
-10 

Pro Asp Pro His Ser His Phe Pro 

5 10 
His Pro Cys Ala Thr Tyr Pro Pro 
20 25 



Ser Trp Leu His Ser Ser Pro Arg 
-5 1 
Ser Xaa Arg Arg Cys Pro Leu Pro 
15 

Xaa 



<210> 450 

<211> 73 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -26 . . -1 



<400> 450 
Met Arg Met Ser 
-25 

Leu Leu Phe Leu 
-10 

Trp Asn Trp Phe 
10 

Leu Leu Val Leu 
25 

Phe Asp Leu Asp 
40 



Leu Ala Gin Arg 
-20 

He Met Leu Val 
-5 

Leu He Phe He 

Leu He Val Lys 
30 

Met Asp His Thr 
45 



Val Leu Leu Thr 
-15 

Leu Lys Leu Asp 
1 

Pro Val Trp He 
15 

Met Ala Gly Arg 
He 



Trp Leu Phe Thr 

Glu Lys Ala Pro 
5 

Phe Asp Thr He 
20 

Cys Lys Ser Gly 
35 



<210> 451 
<211> 54 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -34 . . -1 



<400> 451 

Met He Pro Leu He Ser His Leu 
-30 

Trp Ser Leu He Ser Ser Val Leu 
-15 

Ser Ala Cys Ser Val Ser Leu Glu 

1 5 
Ala He He Leu Met Lys 
15 20 



Ala Glu Ala Ala Pro Pro Thr Ser 

-25 -20 
Asn Val Gly His Leu Leu Phe Ser 
-10 -5 
Ala Leu Ser Thr Arg Asn He Lys 
10 



<210> 452 

<211> 121 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -38 . . -1 



<220> 
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<221> UNSURE 
<222> 49,62,74,78 

<223> Xaa = any one of the twenty amino acids 



<400> 452 
Met Glu Ser Pro 
-35 

Cys Ser Phe Ala 
-20 

Ala Phe Leu Val 
-5 

Phe Lys Thr Ala 

Ala Val Val Trp 
30 

His Ser Pro Pro 
45 

Ala He Gly Xaa 
60 

Leu Pro Gly Xaa 
75 



Gin Leu His Cys 

Val Gly Ala Gly 
-15 

Leu Asp Thr Gin 
1 

Phe Gin Leu Leu 
15 

Phe Met Gly Phe 

Lys Glu Xaa Leu 
50 

His Leu Leu Leu 
65 

Pro Gly Pro Pro 
80 



lie Leu Asn Ser 
-30 

Phe Leu Ala Phe 

Glu Thr Arg He 
5 

Asp Phe He Leu 
20 

Cys Phe Leu Ala 
35 

Leu Gly Ser Ser 

His Pro Cys Leu 
70 

Lys 



Asn Ser Val Ala 
-25 

Leu Ser Cys Leu 
-10 

Ala Gly Thr Arg 
10 

Ala Val Leu Trp 
25 

Asn Gin Trp Gin 
40 

Ser Ala Gin Ala 
55 

Asp He Pro Xaa 



<210> 453 

<211> 166 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -37. . -1 



<220> 

<221> UNSURE 

<222> 49,80,116,120 

<223> Xaa = any one of the twenty amino acids 



Met 


Ser 


Thr 


Val 






-35 




Cys 


Pro 


Ala 


Pro 




-20 






Ser 


Pro 


Gly 


He 


-5 








Tyr 


Pro 


Ala 


Leu 








15 


Val 


Lys 


Gly 


His 






30 




Cys 


Val 


Val 


Leu 




45 






Gin 


Thr 


Arg 


Ser 


60 








Gin 


Glu 


Lys 


Val 


Lys 


Glu 


Lys 


Arg 








95 


Ala 


Lys 


Glu 


Thr 






110 





Gly Leu Phe His 
-30 

Trp Gly Leu Arg 
-15 

Ala Val Thr Pro 
1 

Leu Ser Leu Asp 

Gly Pro Gly Gly 
35 

Lys Xaa He Pro 
50 

Val Asp Gin Asn 
65 

Xaa Val Phe Tyr 
80 

Glu Ala Ala Lys 

Leu Glu Lys Lys 
115 



Phe Pro Thr Pro 

Leu Trp Glu Lys 
-10 

Val Gin Met Ala 
5 

Glu Asn Glu Leu 
20 

Gin Ala Thr Asn 

Ser Gly He Val 
55 

Arg Lys Leu Ala 
70 

Asn Gly Glu Asn 
85 

Lys Lys Gin Glu 
100 

Xaa Leu Leu Lys 



Leu Thr Arg He 
-25 

Leu Thr Leu Leu 

Gly Lys Lys Asp 
10 

Glu Glu Gin Phe 
25 

Lys Thr Ser Asn 
40 

Val Lys Cys His 

Arg Lys He Leu 
75 

Ser Pro Val His 
90 

Arg Lys Lys Arg 
105 

Xaa Leu Trp Glu 
120 
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Ser Ser Lys Lys Val His 
125 

<210> 454 
<211> 180 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -26 . . -1 

<220> 

<221> UNSURE 

<222> 88,107,111,117,121 

<223> Xaa = any one of the twenty amino acids 



<400> 454 



Met Gly 


He 


Gin 


Thr 


Ser 


Pro 


Val 


Leu 


Leu 


Ala 


Ser 


Leu 


Gly 


Val Gly 


-25 










-20 










-15 








Leu Val 


Thr 


Leu 


Leu 


Gly 


Leu 


Ala 


Val 


Gly 


Ser 


Tyr 


Leu 


Val 


Arg Arg 


-10 








-5 










1 








5 


Ser Arg 


Arg 


Pro 


Gin 


Val 


Thr 


Leu 


Leu 


Asp 


Pro 


Asn 


Glu 


Lys 


Tyr Leu 






10 










15 










20 




Leu Arg 


Leu 


Leu 


Asp 


Lys 


Thr 


Thr 


Val 


Ser 


His 


Asn 


Thr 


Lys 


Arg Phe 




25 










30 










35 






Arg Phe 


Ala 


Leu 


Pro 


Thr 


Ala 


His 


His 


Thr 


Leu 


Gly 


Leu 


Pro 


Val Glv 


40 










45 










50 








Lys His 


He 


Tyr 


Leu 


Ser 


Thr 


Arg 


He 


Asp 


Gly 


Ser 


Leu 


Val 


He Arg 


55 








60 










65 








70 


Pro Tyr 


Thr 


Pro 


Val 


Thr 


Ser 


Asp 


Glu 


Asp 


Gin 


Gly 


Tyr 


Val 


Asp Leu 








75 










80 










85 


Val Xaa 


Lys 


Val 


Tyr 


Leu 


Lys 


Gly 


Val 


His 


Pro 


Lys 


Phe 


Pro 


Glu Gly 






90 










95 










100 




Gly Lys 


Met 


Ser 


Xaa 


Tyr 


Leu 


Asp 


Xaa 


Leu 


Lys 


Val 


Gly 


Asp 


Xaa Val 




105 










110 










115 






Glu Phe 


Xaa 


Gly 


Pro 


Ser 


Gly 


Leu 


Leu 


Thr 


Tyr 


Thr 


Gly 


Lys 


Gly His 


120 










125 










130 








Phe Asn 


He 


Gin 


Pro 


Asn 


Lys 


Asn 


Leu 


His 


Gin 


Asn 


Pro 


Glu 


Trp Arg 


135 








140 










145 








150 


Arg Asn 


Trp 


Glu 
























<210> 455 


























<211> 91 


























<212> PRT 


























<213> Homo sapiens 






















<220> 




























<221> SIGNAL 
























<222> -64 . . - 


•1 
























<400> 455 


























Met Thr 


Pro 


Arg 


He 


Leu 


Ser 


Glu 


Val 


Gin 


Phe 


Ser 


Ala 


Phe 


Cys Pro 








-60 










-55 










-50 


Tyr Trp 


Thr 


He 


Ala 


Arg 


He 


Leu 


Glu 


Arg 


Val 


Gly 


Ser 


Ala 


Cys Phe 






-45 










-40 










-35 




Arg Leu 


Glu 


Leu 


Cys 


Ala 


Ala 


He 


Val 


Gly 


Tyr 


Phe 


Val 


Leu 


Asp Val 
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-30 -25 -20 

Arg Thr Phe Leu Phe lie Val Val Cys Val lie Cys Val Thr Leu Asn 

-15 -10 -5 

Phe Pro Arg Phe Tyr Phe Leu Cys Leu Ser Ser Leu Thr Ala Phe Gly 
15 10 15 

Thr Pro Pro lie Gly Val His lie Pro Ser Pro 
20 25 



<210> 456 

<211> 257 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -23 . . -1 



<220> 

<221> UNSURE 

<222> -8, 100, 101, 143, 153, 156, 182, 184, 188, 192, 199,2 02, 203,214,229,230, 233, 234 

<223> Xaa = any one of the twenty amino acids 



<400> 456 
Met Arg Arg lie 
-20 

Leu Leu Leu Leu 
-5 

Leu Cys Phe Asn 
10 

Trp Cys Glu Ala 

Asn Ser Asp Asn 
45 

Val Tyr Ala Thr 
60 

Val Gly Arg Asp 
75 

Lys Thr Ser Asp 
90 

Glu Ala Glu Arg 

Glu Lys Ser Leu 
125 

Asn His Glu Ala 
140 

Leu Glu Xaa Tyr 
155 

Leu Arg Glu Phe 
170 

Ser Pro Xaa Asn 

Xaa Xaa Trp lie 
205 

He Val Leu He 
220 

Xaa 



Ser Leu Thr Ser 

Leu He Ala Leu 
1 

Phe Thr He Lys 
15 

His Val Phe Leu 
30 

Asn Met Val Lys 

Ser Thr Trp Gly 
65 

Leu Arg Met Leu 
80 

Pro Ser Thr Leu 
95 

Cys Thr Gly Ala 
110 

Leu Phe Asp Ala 

Ser Xaa He Lys 
145 

Phe Arg Lys Leu 
160 

Leu Gly His Trp 
175 

Ala Ser Xaa He 
190 

He Leu Gly Ala 

Cys Val Trp Trp 
225 



Ser Pro Val Arg 
-15 

Glu He Met Val 
5 

Ser Leu Ser Arg 
20 

Asn Lys Asn Leu 
35 

Pro Leu Gly Leu 
50 

Glu Leu Thr Gin 

Leu Cys Asp He 
85 

Gin Val Xaa Xaa 
100 

Ser Trp Gin Phe 
115 

Met Asn Met Thr 
130 

Glu Thr Trp Lys 

Ser Lys Gly Asp 
165 

Glu Ala Met Pro 
180 

His Trp Ser Ser 
195 

Phe He Leu Leu 
210 

Gin Asn Gly Xaa 



Leu Leu Leu Xaa 
-10 

Gly Gly His Ser 

Pro Gly Gin Pro 
25 

Phe Leu Gin Tyr 
40 

Leu Gly Lys Lys 
55 

Thr Leu Gly Glu 
70 

Lys Pro Gin He 

Phe Cys Gin Arg 
105 

Ala Thr Asn Gly 
120 

Trp Thr Val He 
135 

Lys Asp Arg Xaa 
150 

Cys Asp His Trp 

Xaa Pro Xaa Val 
185 

Ser Xaa Leu Pro 
200 

Xaa Leu Met Gly 
215 

Xaa Ser Thr Xaa 
230 
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<210> 457 

<211> 193 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -60. . -1 



<220> 

<221> UNSURE 

<222> 11,51,53,69,75,83,85 

<223> Xaa = any one of the twenty amino acids 



<400> 457 

Met Cys Pro Ser 

-60 

Cys Ser Gly Gin 

Leu Leu Leu Gly 
-25 

Trp Pro Phe Leu 
-10 

Leu Gly Ser Cys 
5 

Leu Gin Leu Pro 

Val Gly Pro Thr 
40 

Xaa Gly Ala Leu 
55 

Xaa Cys Leu His 
70 

Xaa Lys His Leu 
85 

Glu Pro Pro Ala 

Ser Gly Pro Arg 
120 

Glu 



Leu Glu Glu Ala 
-55 

Gin Gin Pro Phe 
-40 

Arg Ser Arg Lys 

Thr Trp lie Asn 

-5 

Gly Trp Xaa Cys 
10 

Thr Ala Cys Pro 
25 

Pro Gly Leu Leu 

Ser Ser Arg Ser 
60 

Leu His Xaa Leu 
75 

Leu Val Leu Leu 
90 

Leu Val Pro Asn 
105 

Asp Leu Glu Ala 



Pro Ser Val Lys 
-50 

Pro Phe Gly Ala 
-35 

Val Ala Arg Gly 
-20 

Pro Ala Leu Ser 

His Thr Ala Gin 
15 

Pro Leu Pro His 
30 

Pro Glu Ala Ala 
45 

Arg His Trp Ser 

Leu Ser Val Glu 
80 

Val Ala Val Ala 
95 

Val Gin Cys Glu 
110 

Ala Val Val Ser 
125 



Gly Thr Leu Pro 
-45 

Ser Asn lie Pro 
-30 

Ala Pro Val Leu 
-15 

lie Cys Asp Pro 
1 

Val Pro Ala Pro 
20 

Gly Thr Arg Ala 
35 

Ala Pro Xaa Thr 
50 

Cys Ser lie Val 
65 

Thr Arg Xaa Phe 

His Ser Val Leu 
100 

Met Cys Thr His 
115 

Pro Ala Pro Trp 
130 



<210> 458 

<211> 107 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -28. . -1 



<220> 

<221> UNSURE 
<222> 40 

<223> Xaa = any one of the twenty amino acids 
<400> 458 

Met Val Leu Thr Leu Gly Glu Ser Trp Pro Val Leu Val Gly Arg Arg 
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-25 










-20 










-15 






Phe 


Leu 


Ser 
-10 


Leu 


Ser 


Ala 


Ala 


Asp 
-5 


Gly 


Ser 


Asp 


Gly 


Ser 
1 


His 


Asp 


Ser 


Trp 


Asp 


Val 


Glu 


Arg 


Val 


Ala 


Glu 


Trp 


Pro 


Trp 


Leu 


Ser Gly Thr 


He 


5 










10 










15 










20 


Arg 


Ala 


Val 


Ser 


His 


Thr Asp 


Val 


Thr 


Lys 


Lys 


Asp 


Leu 


Lys 


Val 


Cys 










25 










30 










35 




Val 


Glu 


Phe 


Xaa 


Gly Glu 


Ser 


Trp 


Arg 


Lys 


Arg 


Arg 


Trp 


lie 


Glu 


Val 








40 










45 










50 






Tyr 


Ser 


Leu 
55 


Leu 


Arg 


Lys 


Ala 


Phe 
60 


Leu 


Val 


Lys 


His 


Asn 
65 


Leu 


Val 


Leu 


Ala 


Glu 


Arg 


Lys 


Ser 


Pro 


Glu 


lie 


Ser 


Trp 


Gly 













70 75 



<210> 459 

<211> 121 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -13 . . -1 

<220> 

<221> UNSURE 

<222> 63,69 

<223> Xaa = any one of the twenty amino acids 

<400> 459 



Met 


Leu 


Val 


Leu 


Arg 


Ser 


Ala 


Leu 


Thr 


Arg 


Ala 


Leu 


Ala 


Ser 


Arg 


Thr 








-10 










-5 










1 






Leu 


Ala 


Pro 


Gin 


Met 


Cys 


Ser 


Ser 


Phe 


Ala 


Thr 


Gly 


Pro 


Arg 


Gin 


Tyr 




5 










10 










15 










Asp Gly 


He 


Phe 


Tyr 


Glu 


Phe 


Arg 


Ser 


Tyr 


Tyr 


Leu 


Lys 


Pro 


Ser 


Lys 


20 










25 










30 










35 


Met 


Asn 


Glu 


Phe 


Leu 


Glu 


Asn 


Phe 


Glu 


Lys 


Asn 


Ala 


Gin 


Leu 


Arg 


Thr 










40 










45 










50 




Ala 


His 


Ser 


Glu 


Leu 


Val 


Gly 


Tyr 


Trp 


Ser 


Val 


Xaa 


Phe 


Gly Gly Arg 








55 










60 










65 






Met 


Xaa 


Thr 


Val 


Phe 


His 


He 


Trp 


Lys 


Tyr 


Asp 


Asn 


Phe 


Ala 


His 


Arg 






70 










75 










80 








Thr 


Glu 


Phe 


Gin 


Lys 


Ala 


Leu 


Ala 


Lys 


Asp 


Lys 


Glu 


Trp 


Gin 


Glu 


Gin 




85 










90 










95 










Phe 


Leu 


He 


Pro 


Asn 


Leu 


Ala 


Leu 


Asn 

















100 105 

<210> 460 
<211> 44 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -17 . . -1 

<400> 460 

Met Lys Val Gly Val Leu Trp Leu He Ser Phe Phe Thr Phe Thr Asp 
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-15 -10 -5 

Gly His Gly Gly Phe Leu Gly Val Ser Trp Cys Tyr Val Ser Tyr Leu 

15 10 15 

Phe Ser Thr Asn Ser Pro Leu Ser Phe Arg Arg lie 
20 25 



<210> 461 

<211> 109 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -13. .-1 



<220> 

<221> UNSURE 

<222> 18,79,90,93 

<223> Xaa = any one of the twenty amino acids 



<400> 461 
Met Cys Leu Leu 
-10 

Asn Ala Glu Arg 
5 

Ser Pro Arg lie 
20 

Thr Val Tyr Ser 

Ser Leu Trp Gly 
55 

Pro Gin Gly Gin 
70 

Lys Pro Lys Arg 
85 



Thr Ala Leu Val 

Thr Cys Leu Cys 
10 

Tyr Cys Ser Ser 
25 

Ser Ala Pro Phe 
40 

His Pro Leu His 

Asn Leu Gin Pro 
75 

His Phe Xaa Lys 
90 



Thr Gin Val He 
-5 

Lys Arg Arg Trp 
15 

Thr Pro Cys Asp 
30 

His Ala Pro Leu 
45 

Gly Cys Ser Trp 
60 

Ala Ser Leu Xaa 

Lys Xaa Cys Gin 
95 



Ser Leu Arg Lys 
1 

Pro Trp Xaa Pro 

Ser Lys Phe Pro 
35 

Pro Val Gin Asn 
50 

Gin Cys His His 
65 

Thr His Leu Ser 

80 

Ala 



<210> 462 

<211> 143 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -41. .-1 



<400> 462 
Met Ala Thr Ala 
-40 

Leu Tyr Glu Ala 
-25 

Leu Trp He He 

Arg Ser Asp Leu 
10 

Gin Pro Glu Pro 
25 

Asn Tyr Asn He 



Thr Glu Gin Trp 
-35 

Pro Ala Tyr His 
-20 

Arg Leu Leu Phe 
-5 

Thr Val Lys Glu 
15 

Leu Val Pro Pro 
30 

Val Ser Gly Pro 



Val Leu Val Glu 
-30 

Leu He Leu Glu 
-15 

Ser Lys Thr Tyr 
1 

Lys Glu Glu Leu 

Val Pro Lys Asp 
35 

Pro Ser His Lys 



Met Val Gin Ala 

Gly He Leu He 
-10 

Lys Leu Gin Glu 
5 

He Glu Glu Trp 
20 

His Pro Ala Leu 
Thr Val Val Asn 
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40 

Gly Lys Glu Cys 

Asp Asn Pro Arg 
75 

Gly Val Gly Thr 
90 



45 

lie Asn Phe Ala 
60 

Val Lys Ala Ala 

Cys Gly Pro Cys 
95 



50 

Ser Phe Asn Phe 
65 

Ala Leu Ala Ser 
80 

Gly Phe Tyr Gly 



55 

Leu Gly Leu Leu 
70 

Leu Lys Lys Tyr 
85 

Thr Phe Glu 
100 



<210> 463 
<211> 232 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -30. . -1 



<220> 

<221> UNSURE 

<222> 2,3,58,61 

<223> Xaa = any one of the twenty amino acids 



<400> 463 

Met Ala Ala Thr 

-30 

Ser Val Ala His 

Xaa Asp lie Glu 
5 

Val Tyr Tyr Lys 
20 

Thr Lys Val Asp 
35 

Thr Leu Arg lie 

Ala Lys Glu Pro 
70 

Thr Gly Lys Ala 
85 

Lys Glu Arg Lys 
100 

Glu Lys Lys Arg 
115 

Glu Lys Lys Lys 

Glu Glu Lys Lys 
150 

Lys Lys Leu Cys 
165 

Ser lie Glu Thr 
180 

Val Lys Cys Lys 
195 



Ser Gly Thr Asp 
-25 

Ala Leu Ser Leu 
-10 

Met Ala Trp Ala 
10 

Leu lie Ser Ser 
25 

Asp Gin lie Tyr 
40 

Asp Val Leu Xaa 
55 

Pro Gly Tyr Asn 

lie Thr Lys Leu 
90 

Glu Ser Thr Met 
105 

Thr Pro Arg Met 
120 

Arg Lys Glu Ser 
135 

Gly Lys Lys Leu 

Lys Val Tyr Arg 
170 

Thr Ser Thr Thr 
185 

Phe Leu Tyr Asn 
200 



Glu Pro Val Ser 
-20 

Pro Ala Glu Ser 
-5 

Met Arg Ala Met 

Val Asp Pro Gin 
30 

Ser Glu Phe Arg 
45 

Pro Glu Xaa Leu 
60 

Ser Leu Pro Leu 
75 

Phe He Ser Val 

Glu Glu Lys Lys 
110 

Glu Glu Arg Lys 
125 

Thr Glu Lys Thr 
140 

Thr Lys Lys Ser 
155 

GluJ^Gln His Ser 

Val Leu Leu Ala 
190 



Gly Glu Leu Val 
-15 

Tyr Gly Asn Xaa 
1 

Gin His Ala Glu 
15 

Phe Leu Lys Leu 

Lys Asn Phe Glu 
50 

Lys Ser Glu Ser 
65 

Lys Leu Leu Gly 
80 

Phe Arg Thr Lys 
95 

Glu Leu Thr Val 

Glu Leu He Val 
130 

Lys Leu Thr Lys 
145 

Thr Lys Val Val 
160 

Arg Ser Tyr Asp 
175 

Gin Thr Pro Leu 



<210> 464 
<211> 61 
<212> PRT 
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<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 

<400> 464 

Met Thr Phe Arg His Gin Asp Asn Ser Leu Met Phe Phe Ser Met Met 

-20 -15 -10 

Ala Thr Cys Thr Ser Asn Val Gly Phe Thr His Thr Thr Met Asn Cys 
-5 15 10 

Ser Leu Thr Ser Pro Val Asp Phe Lys Asp Leu Leu Arg Val Leu Leu 

15 20 25 

lie Lys Phe Gly Tyr Asp Arg Lys Ser Thr lie Lys Ser 
30 35 40 

<210> 465 

<211> 34 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -19. .-1 

<220> 

<221> UNSURE 
<222> 11 

<223> Xaa = any one of the twenty amino acids 
<400> 465 

Met Phe Leu Lys Ser Gly Ala Gly Leu Ser Ser Cys Leu Leu Pro Leu 

-15 -10 -5 

Cys Trp Leu Glu Arg Lys Asp His Gly Arg Arg Pro Ser Xaa His Pro 
15 10 

Gly Arg 
15 

<210> 466 
<211> 215 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -54. .-1 

<220> 

<221> UNSURE 

<222> -52, -45, -42,-39,27,97,104,124,127 
<223> Xaa = any one of the twenty amino acids 

<400> 466 

Met Asn Xaa Tyr Ala Ser Pro Phe Asn Xaa Gin Leu Xaa Tyr Leu Xaa 

-50 -45 -40 

Leu Ser Arg Phe Glu Cys Val His Arg Asp Gly Arg Val lie Thr Leu 
-35 -30 -25 



369 



Ser 


Tyr 


Gin 


Glu 


Gin 


Glu 


Leu 


Gin 


Asp 


Phe 


Leu 


Leu 


Ser 


Gin 


Met 


Ser 






-20 










-15 










-10 








Gin 


His 


Gin 


Val 


His 


Ala 


Val 


Gin 


Gin 


Leu 


Ala 


Lys 


Val 


Met 


Gly Trp 




-5 










1 








5 










10 


Gin 


Val 


Leu 


Ser 


Phe 


Ser 


Asn 


His 


Val 


Gly Leu Gly 


Pro 


He 


Glu 


Ser 










15 










20 










25 




Xaa 


Gly 


Asn 


Ala 


Ser 


Ala 


He 


Thr 


Val 


Ala 


Pro 


Gin 


Val 


Val 


Thr 


Met 








30 










35 










40 






Leu 


Phe 


Gin 


Phe 


Val 


Met 


Asp 


Leu 


Lys 


Val 


Ala 


Ala 


Arg 


Leu 


Trp 


Phe 






45 










50 










55 








Ser 


Phe 


Leu 


Val 


Thr 


Asn 


Val 


Lys 


Thr 


Phe 


Gin 


Lys 


Val 


Met 


Phe 


Tyr 




60 










65 










70 








Lys 


He 


Thr Asn Gly 


Val 


He 


Phe 


Val 


Gly His 


Ser 


Lys 


Lys 


Phe 


Ser 


75 










80 










85 










90 


Gly 


He 


Lys 


Trp 


Lys 


Val 


Xaa 


He 


Leu 


Phe 


He 


Lys 


Trp 


Xaa 


Cys 


Leu 










95 










100 










105 




Cys 


Leu 


His 


Leu 


Ala 


Leu 


Val 


Tyr 


Tyr 


Asp 


Phe 


Phe 


Gin 


Met 


Phe 


Pro 








110 










115 










120 






Lys 


Xaa 


Val 


Ser 


Xaa 


Asn 


Phe 


Asp 


Leu 


Lys 


Cys 


Leu 


Gin 


He 


Asn 


Tyr 






125 










130 










135 








Lys 


His 


Lys 


Glu 


Glu 


He 


Thr 


Ser 


Lys 


Arg 


Val 


Leu 


Phe 


Leu 


Lys 


He 




140 










145 










150 










He 


He 


Arg 


Lys 


Cys 


Phe 


He 




















155 










160 























<210> 467 
<211> 27 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -17 . . -1 



<400> 467 

Met Val Val His Leu Leu Tyr Ala His Leu Ser Phe Thr Ser Lys Arg 

-15 -10 -5 

Ala Val Val Met Leu Lys Leu Glu He Thr Phe 
15 10 



<210> 468 

<211> 85 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -24 . . -1 



<220> 

<221> UNSURE 

<222> 56 

<223> Xaa = any one of the twenty amino acids 



<400> 468 

Met Cys Ser His Ala Ser Met Ser Phe His Thr Leu Phe His Leu Leu 
-20 -15 -10 



Phe Leu Pro His Tyr lie Glu Thr 
-5 

Phe Phe Trp lie Ala Ala Phe Leu 

10 15 
Leu Gin Gly Phe His Ser Ser Leu 
25 30 
Pro Ser Thr Cys Asn Cys Phe Cys 
45 

Tyr Trp Asp Asn Leu 
60 



Phe Lys Pro Gin Ser Lys His Cys 
1 5 
Thr Ser Leu Leu Thr Pro Gin Ser 
20 

Cys Ala Leu Arg Ser Gin His Phe 

35 40 
Tyr Leu Thr lie lie Ala Leu Xaa 
50 55 



<210> 469 

<211> 51 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -16. .-1 



<400> 469 

Met Leu Arg lie Ala Leu Thr Leu lie Pro Ser Met Leu Ser Arg Ala 

-15 -10 -5 

Ala Gly Trp Cys Trp Tyr Lys Glu Pro Thr Gin Gin Phe Ser Tyr Leu 
15 10 15 

Cys Leu Pro Cys Leu Ser Trp Asn Lys Lys Gly Asn Val Leu Gin Leu 
20 25 30 

Pro Asn Phe 
35 

<210> 470 
<211> 67 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -43 . . -1 



<220> 

<221> UNSURE 

<222> 15 

<223> Xaa = any one of the twenty amino acids 



<400> 470 

Met Thr Pro Gin Tyr Leu Pro His 
-40 

Asp Tyr Ser Leu Ala Val Val Phe 
-25 -20 
Ser Val Leu Tyr Leu lie Pro Lys 

-10 -5 
Lys His Ser lie Gin Lys Asn Cys 
10 

Leu Ser Gin 



Gly Gly Lys Tyr Gin Val Leu Gly 
-35 -30 
Pro Leu His Phe Ser Asp Leu lie 
-15 

Thr Leu Thr Thr Asn Thr Ala Val 

1 5 
Met Xaa Leu Val Leu Gly Lys Leu 
15 20 



<210> 471 
<211> 63 
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<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -15 . . -1 



<400> 471 



Met Gly lie Leu Ser Thr 


Val 


Thr 


Ala 


Leu 


Thr 


Phe 


Ala 


Arg 


Ala 


Leu 


-15 -10 










-5 










1 


Asp Gly Cys Arg Asn Gly 


He 


Ala 


His 


Pro 


Ala 


Ser 


Glu 


Lys 


His 


Arg 


5 






10 










15 






Leu Glu Lys Cys Arg Glu 


Leu 


Glu 


Ser 


Ser 


His 


Ser 


Ala 


Pro 


Gly 


Ser 


20 




25 










30 








Thr Gin His Arg Arg Lys 


Thr 


Thr 


Arg 


Arg 


Asn 


Tyr 


Ser 


Ser 


Ala 




35 


40 










45 











<210> 472 
<211> 179 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -58 . . -1 



<220> 

<221> UNSURE 

<222> 54,55,56,74,76,89,103 

<223> Xaa = any one of the twenty amino acids 



<400> 472 
Met Ser Thr Gly 
-55 

Ser Gin Gin Pro 
-40 

He He Tyr Asn 
-25 

Leu Met Gly Ser 
-10 

Thr Ser He Ser 
10 

Ala Gly Leu Thr 
25 

Tyr Thr Leu Pro 
40 

Xaa Xaa Gin Gin 
55 

His Ala Pro Xaa 

Thr Arg Xaa Val 
90 

Xaa Pro Leu Ser 
105 

Gin Val Asn 
120 



Gin Leu Tyr Arg 

Gly Ser Leu Thr 
-35 

Asn Thr Arg Asn 
-20 

Phe Gin Gly Thr 
-5 

Glu Leu Cys Lys 

Val Ala Pro Pro 
30 

Trp Leu Leu Gin 
45 

Pro Asn Gly Ser 
60 

Pro Xaa Thr Cys 
75 

Cys He Asn Pro 

Pro Tyr Pro Lys 
110 



Met Glu Asp He 
-50 

Pro Ser Ser Pro 

Thr Leu Gly Trp 
-15 

He Ala Gly Gin 
1 

Gly Gin Glu Leu 
15 

Gin Ala Val Ser 

Leu Phe His Ser 
50 

Leu Ser Leu Asn 
65 

Thr Leu Glu Pro 
80 

His Pro Pro Pro 
95 

Pro Gin Leu Gly 



Gly Arg Phe His 
-45 

Thr Val Gly Glu 
-30 

He Gly Gly He 

Gly Thr Gly Ala 
5 

Glu Pro Ser Gly 
20 

Leu Gin Gly He 
35 

Thr Ala Leu Xaa 

He Ser Ser Ser 
70 

Gly Val Asp Pro 
85 

Pro He Leu Lys 
100 

Thr His Ala Gly 
115 
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• 



<210> 473 
<211> 238 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -71. . -1 

<220> 

<221> UNSURE 
<222> -70,-69 

<223> Xaa = any one of the twenty amino acids 



<400> 473 



Met 


Xaa 
-70 


Xaa 


Phe 


Thr 


Asp 


Pro 
-65 


Ser 


Ser 


Val 


Asn 


Glu 
-60 


Lys 


Lys 


Arg 


Arg 


Glu 


Arg 


Glu Glu Arg Gin Asn 


He 


Val 


Leu 


Trp 


Arg 


Gin 


Pro 


Leu 


He 


-55 










-50 










-45 










-40 


Thr 


Leu 


Gin 


Tyr 


Phe 
-35 


Ser 


Leu 


Glu 


He 


Leu 
-30 


Val 


He 


Leu 


Lys 


Glu 
-25 


Trp 


Thr 


Ser 


Lys 


Leu 
-20 


Trp 


His 


Arg 


Gin 


Ser 
-15 


He 


Val 


Val 


Ser 


Phe 
-10 


Leu 


Leu 


Leu 


Leu 


Ala Gly Leu 


He 


Ala 


Thr 


Tyr 


Tyr 


Val 


Glu 


Gly 


Val 


His 


Gin 






-5 










1 








5 










Gin 


Tyr 


Val 


Gin 


Arg 


He 


Glu 


Lys 


Gin 


Phe 


Leu 


Leu 


Tyr 


Ala 


Tyr 


Trp 


10 










15 










20 










25 


He 


Gly 


Leu 


Gly 


He 


Leu 


Ser 


Ser 


Val 


Gly Leu 


Gly 


Thr 


Gly 


Leu 


His 










30 










35 










40 




Thr 


Phe 


Leu 


Leu 
45 


Tyr 


Leu 


Gly 


Pro 


His 
50 


He 


Ala 


Ser 


Val 


Thr 
55 


Leu 


Ala 


Ala 


Tyr 


Glu 
60 


Cys 


Asn 


Ser 


Val 


Asn 
65 


Phe 


Pro 


Glu 


Pro 


Pro 
70 


Tyr 


Pro 


Asp 


Gin 


He 


He 


Cys 


Pro 


Asp 


Glu 


Glu 


Gly Thr Glu 


Gly 


Thr 


He 


Ser 


Leu 




75 










80 










85 










Trp 


Ser 


He 


He 


Ser 


Lys 


Val 


Arg 


He 


Glu 


Ala 


Cys 


Met 


Trp 


Gly 


He 


90 










95 










100 










105 


Gly 


Thr 


Ala 


He 


Gly Glu 


Leu 


Pro 


Pro 


Tyr 


Phe 


Met 


Ala 


Arg 


Ala 


Ala 










110 










115 










120 




Arg 


Leu 


Ser Gly Ala Glu 


Pro 


Asp 


Asp 


Glu 


Glu 


Tyr 


Gin 


Glu 


Phe 


Glu 








125 










130 










135 






Glu 


Met 


Leu 
140 


Glu 


His 


Ala 


Glu 


Ser 
145 


Ala 


Gin 


Val 


Arg 


Thr 
150 


Val 


Gly 


He 


Glu 


Asn 
155 


Arg 


Thr 


Leu 


Tyr 


Phe 
160 


Phe 


Leu 


Lys 


Arg 


Leu 
165 


Leu 


Arg 







<210> 474 

<211> 178 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 

<222> -37. .-1 

<220> 

<221> UNSURE 
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<222> 24,30,42,77,82,95 

<223> Xaa = any one of the twenty amino acids 



<400> 474 



Met Glu Arg 


Gin 


Ser 


Arg 


Val 


Met 


Ser 


Glu 


Lys 


Asp 


Glu 


Tyr 


Gin 


Phe 


-35 










-30 










-25 








Gin His Gin Gly Ala 


Val 


Glu 


Leu 


Leu 


Val 


Phe 


Asn 


Phe 


Leu 


Leu 


He 


-20 








-15 










-10 










Leu Thr lie 


Leu 


Thr 


He 


Trp 


Leu 


Phe 


Lys 


Asn 


His 


Arg 


Phe 


Arg 


Phe 


-5 






1 








5 










10 




Leu His Glu 


Thr 


Gly 


Gly Ala 


Met 


Val 


Tyr 


Gly Leu 


Xaa 


Met 


Gly Leu 




15 










20 










25 






lie Leu Xaa 


Tyr 


Ala 


Thr 


Ala 


Pro 


Thr 


Asp 


He 


Glu 


Ser 


Gly 


Xaa 


Val 


30 










35 










40 








Tyr Asp Cys 


Val 


Lys 


Leu 


Thr 


Phe 


Ser 


Pro 


Ser 


Thr 


Leu 


Leu 


Val 


Asn 


45 








50 










55 










lie Thr Asp 


Gin 


Val 


Tvr 

J. y J. 


Glu 


Tyr 


Lys 


Tyr 


Lys 


Arcr 


Glu 


He 


Ser 


Gin 


60 






65 










70 










75 


His Xaa lie 


Asn 


Pro 


His 


Xaa 


Gly Asn Ala 


He 


Leu 


Glu 


Lvs 


Met 


Thr 






80 










85 










90 




Phe Asp Pro 


Xaa 


He 


Phe 


Phe 


Asn 


Val 


Leu 


Leu 


Pro 


Pro 


He 


He 


Phe 




95 










100 










105 






His Ala Gly Tyr 


Ser 


Leu 


Lys 


Lys 


Arg 


His 


Phe 


Phe 


Gin 


Asn 


Leu Gly 


110 










115 










120 








Ser lie Leu 


Thr 


Tyr 


Ala 


Phe 


Leu Gly Thr 


Ala 


He 


Ser 


Cys 


He 


Val 


125 








130 










135 










He Gly 




























140 




























<210> 475 




























<211> 96 




























<212> PRT 




























< 2 1 3 > Homo s ap i en s 
























<220> 




























<221> SIGNAL 


























<222> -21. . - 


•1 


























<220> 




























<221> UNSURE 


























<222> 46,64 




























<223> Xaa = 


any 


one 


of the twenty amino 


acids 










<400> 475 




























Met Ser Met 


Gin 


Phe 


Leu 


Phe 


Lys 


Met 


Val 


Ala 


Leu 


Cys 


Cys 


Cys 


Leu 


-20 








-15 










-10 










Trp Lys He 


Ser 


Gly 


Cys 


Glu 


Glu 


Val 


Pro 


Leu 


Thr 


Tyr 


Asn 


Leu 


Leu 


-5 






1 








5 










10 




Lys Cys Leu 


Leu 


Asp 


Lys 


Ala 


His 


Cys 


Val 


Leu 


Leu 


Thr 


Pro 


Cys 


Gly 




15 










20 










25 






Tyr He Phe 


Ser 


Leu 


He 


Ser 


Pro 


Glu 


He 


Leu 


Lys 


Leu 


Thr 


Leu 


He 


30 










35 










40 








Thr Leu Xaa 


He 


Leu 


Leu 


He 


Leu 


Lys 


Asn 


Leu 


His 


Leu 


Leu 


Trp 


Leu 


45 








50 










55 










Thr Val Ser 


Ser 


Xaa 


Cys 


Val 


His 


Arg 


Ser 


Ser 


Ala 


Arg 


Lys 


Glu 


Lys 


60 






65 










70 










75 
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<210> 476 
<211> 41 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -24. . -1 

<400> 476 

Met His Thr Phe Ala Asn Asp Arg Gly Leu Tyr Arg lie Leu Leu Leu 

-20 -15 -10 

His Phe Tyr Cys Leu Leu Arg Ser Ser Glu Tyr lie Leu Gly Tyr Lys 

-5 15 
Val Leu Gly Val Phe Phe Pro lie Leu 
10 15 

<210> 477 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -27. .-1 

<220> 

<221> UNSURE 
<222> -25,-2,4,83 

<223> Xaa = any one of the twenty amino acids 
<400> 477 

Met Arg Xaa Lys Trp Lys Met Gly Gly Met Lys Tyr lie Phe Ser Leu 

-25 -20 -15 

Leu Phe Phe Leu Leu Leu Glu Gly Gly Xaa Thr Glu Gin Val Xaa His 

-10 -5 15 

Ser Glu Thr Tyr Cys Met Phe Gin Asp Lys Lys Tyr Arg Val Gly Glu 

10 15 20 

Arg Trp His Pro Tyr Leu Glu Pro Tyr Gly Leu Val Tyr Cys Val Asn 

25 30 35 

Cys lie Cys Ser Glu Asn Gly Asn Val Leu Cys Ser Arg Val Arg Cys 

40 45 50 

Pro Asn Val His Cys Leu Ser Pro Val His lie Pro His Leu Cys Cys 

55 60 65 

Pro Arg Cys Pro Glu Asp Ser Leu Pro Pro Val Asn Asn Xaa Val Thr 
70 75 80 85 

Ser 

<210> 478 
<211> 250 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -18 . . -1 
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<220> 

<221> UNSURE 

<222> 52,89,90,97,99 

<223> Xaa = any one of the twenty amino acids 

<400> 478 



Met Arg 


He 


Leu 


Gin 


Leu 


He 


Leu 


Leu 


Ala 


Leu 


Ala 


Thr Gly 


Leu 


Val 






-15 










-10 










-5 






Gly Gly 


Glu 
1 


Thr 


Arg 


He 


He 
5 


Lys 


Gly 


Phe 


Glu 


Cys 
10 


Lys 


Pro 


His 


Ser 


Gin Pro 


Trp 


Gin 


Ala 


Ala 


Leu 


Phe 


Glu 


Lys 


Thr 


Arg 


Leu 


Leu 


Cys 


Gly 


15 








20 










25 










30 


Ala Thr 


Leu 


He 


Ala 

35 


Pro 


Arg 


Trp 


Leu 


Leu 
40 


Thr 


Ala 


Ala 


His 


Cys 
45 


Leu 


Lys Pro 


Arg 


Tyr 


He 


Xaa 


His 


Leu 


Gly Gin His Asn 


Leu 


Gin 


Lys 


Glu 






50 










55 










60 






Glu Gly 


Cys 
65 


Glu 


Gin 


Thr 


Arg 


Thr 
70 


Ala 


Thr 


Glu 


Ser 


Phe 
75 


Pro 


His 


Pro 


Gly Phe 


Asn 


Asn 


Ser 


Leu 


Pro 


Asn 


Lys 


Asp 


Xaa 


Xaa 


Asn 


Asp 


He 


Met 


80 










85 










90 










Leu Val 


Xaa 


Met 


Xaa 


Ser 


Pro 


Val 


Ser 


He 


Thr 


Trp 


Ala 


Val 


Arg 


Pro 


95 








100 










105 










110 


Leu Thr 


Leu 


Ser 


Ser 


Arg 


Cys 


Val 


Thr Ala Gly Thr 


Ser 


Cys 


Leu 


He 








115 










120 










125 




Ser Gly 


Trp 


Gly 
130 


Ser 


Thr 


Ser 


Ser 


Pro 
135 


Gin 


Leu 


Arg 


Leu 


Pro 
140 


His 


Thr 


Leu Arg 


Cys 
145 


Ala 


Asn 


He 


Thr 


He 
150 


He 


Glu 


His 


Gin 


Lys 
155 


Cys 


Glu 


Asn 


Ala Tyr 


Pro 


Gly 


Asn 


He 


Thr 


Asp 


Thr 


Met 


Val 


Cys 


Ala 


Ser 


Val 


Gin 


160 










165 










170 










Glu Gly 


Gly 


Lys 


Asp 


Ser 


Cys 


Gin 


Gly Asp 


Ser Gly 


Gly 


Pro 


Leu 


Val 


175 








180 










185 










190 


Cys Asn 


Gin 


Ser 


Leu 


Gin 


Gly 


He 


He 


Ser 


Trp Gly 


Gin 


Asp 


Pro 


Cys 








195 










200 










205 




Ala He 


Thr 


Arg 


Lys 


Pro 


Gly Val 


Tyr 


Thr 


Lys 


Val 


Cys 


Lys 


Tyr 


Val 






210 










215 










220 






Asp Trp 


He 
225 


Gin 


Glu 


Thr 


Met 


Lys 
230 


Asn 


Asn 















<210> 479 
<211> 151 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -21. . -1 

<400> 479 

Met Ala Ala Ser Thr Ser 
-20 

Ala Pro Val Leu Ser He 
-5 1 
Lys Lys Gin Leu Leu Leu 
15 

Leu His Ser Ser Lys Trp 
30 



Met Val Pro Val Ala 
-15 

Asn Ser Asp Phe Ser 
5 

He Ala Gly Leu Thr 
20 

Ser Ala Glu Leu Ala 
35 



Val Thr Ala Ala Val 
-10 

Asp Leu Arg Glu He 
10 

Arg Glu Arg Gly Leu 
25 

Phe Ser Leu Pro Ala 
40 



376 



Leu Pro Leu Ala 


Glu 


Leu 


Gin 


Pro 


Pro 


Pro 


Pro 


He 


Thr 


Glu 


Glu 


Asp 


45 






50 










55 










Ala Gin Asp Met 


Asp 


Ala 


Tyr 


Thr 


Leu 


Ala 


Lys 


Ala 


Tyr 


Phe 


Asp 


Val 


60 




65 










70 










75 


Lys Glu Tyr Asp 


Arg 


Ala 


Ala 


His 


Phe 


Leu 


His 


Gly 


Cys 


Asn 


Ala 


Arg 




80 










85 










90 




Lys Ala Tyr Phe 


Leu 


Tyr 


Met 


Tyr 


Ser 


Arg 


Tyr 


Leu 


Val 


Arg 


Ala 


He 


95 










100 










105 






Leu Lys Cys His 


Ser 


Ala 


Phe 


Ser 


Glu 


Thr 


Ser 


He 


Phe 


Arg 


Thr 


Asn 


110 








115 










120 








Gly Lys Val Lys 


Ser 


Phe 


Lys 





















125 130 



<210> 480 

<211> 239 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -25. . -1 



<220> 

<221> UNSURE 

<222> 20, 98, 99, 100, 101, 103, 150, 151, 152 , 173 
<223> Xaa = any one of the twenty amino acids 



<400> 480 



Met 


Pro 


Arg 


Lys 


-25 








Leu 


Leu 


Gly 


Gly 


Pro 


Gly 


Cys 


Arg 






10 




Arg 


Cys 


Glu 


Met 




25 






He 


Ser 


Val 


Cys 


40 








Val 


Tyr 


Arg 


Thr 


Gin 


Ser 


Lys 


Lys 








75 


Gly 


Arg 


Gin 


Gin 






90 




Asn 


Asn 


Asn 


Arg 




105 






He 


Gly 


Phe 


Cys 


120 








Asp 


Gly 


Arg 


Val 


Xaa 


Gly 


Leu 


Ser 








155 


Ser 


Phe 


He 


Phe 






170 




He 


Gin 


Lys 


He 




185 






Ala 


Gly 


Gly 


Phe 



Arg Lys Cys Asp 
-20 

Gly Gly Val Tyr 
-5 

Ala Leu Ser Pro 
15 

Ser Thr Met Phe 
30 

Thr Ala Leu Leu 
45 

Asp Lys Tyr Lys 
60 

Leu Glu Lys Lys 

Lys Lys Lys He 
95 

Asp Leu Ser Met 
110 

Phe Thr Ala Leu 
125 

Val Ala Lys Leu 
140 

His Arg Asn Leu 

Leu Xaa He Leu 
175 

Leu Gly Leu Ala 
190 

Leu Gly Pro Pro 



Leu Arg Ala Val 
-15 

Gly Ser Arg Phe 
1 

Trp Arg Val Arg 

Ala Asp Thr Leu 
35 

Ala Glu Gly He 
50 

Arg Leu Lys Ala 
65 

Lys Glu Thr He 
80 

Glu Arg Xaa Xaa 

Val Arg Met Lys 
115 

Met Gly Met Phe 
130 

Pro Phe Thr Pro 
145 

Leu Gly Asp Asp 
160 

Cys Thr Met Ser 

Pro Ser Arg Ala 
195 

Pro Pro Ser Gly 



Arg Val Gly Leu 
-10 

Arg Phe Thr Phe 
5 

Xaa Gin Arg Arg 
20 

Leu He Val Phe 

Thr Trp Val Leu 
55 

Glu Val Glu Lys 
70 

Thr Glu Ser Ala 
85 

Xaa Xaa Leu Xaa 
100 

Ser Met Phe Ala 

Asn Ser He Phe 
135 

Leu Ser Xaa Xaa 
150 

Thr Thr Asp Cys 
165 

He Arg Gin Asn 
180 

Ala Thr Lys Gin 
Lys Phe Ser 
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200 205 210 

<210> 481 
<211> 208 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -92 . . -1 

<220> 

<221> UNSURE 

<222> -79,-78, - 76 , 22 , 36 , 46 , 51 , 57 , 70 , 73 , 74 , 111 
<223> Xaa = any one of the twenty amino acids 

<400> 481 



Met 


Arg 


Glu 


Pro 


Gin 


Lys 


Arg 


Thr 


Ala 


Thr 


He 


Ala 


Lys 


Xaa 


Xaa 


Ala 






-90 










-85 










-80 








Xaa 


Glu 


Gly 


Leu 


Arg 


Asp 


Pro 


Tyr 


Gly 


Arg 


Leu 


Cys 


Gly Ser Glu His 




-75 










-70 










-65 










Pro 


Arg 


Arg 


Pro 


Pro 


Glu 


Arg 


Pro 


Glu 


Glu 


Asp 


Pro 


Ser 


Thr 


Pro 


Glu 


-60 










-55 










-50 










-45 


Glu 


Ala 


Ser 


Thr 


Thr 


Pro 


Glu 


Glu 


Ala 


Ser 


Ser 


Thr 


Ala 


Gin 


Ala 


Gin 










-40 










-35 










-30 




Lys 


Pro 


Ser 


Val 


Pro 


Arg 


Ser 


Asn 


Phe 


Gin 


Gly 


Thr 


Lys 


Lys 


Ser 


Leu 








-25 










-20 










-15 






Leu 


Met 


Ser 


He 


Leu 


Ala 


Leu 


He 


Phe 


He 


Met 


Gly Asn 


Ser 


Ala 


Lys 






-10 










-5 










1 








Glu 


Ala 


Leu 


Val 


Trp 


Lys 


Val 


Leu 


Gly 


Lys 


Leu 


Gly Met 


Gin 


Pro 


Gly 


5 










10 










15 










20 


Arg 


Xaa 


His 


Ser 


He 


Phe 


Gly 


Asp 


Pro 


Lys 


Lys 


He 


Val 


Thr 


Glu 


Xaa 










25 










30 










35 




Phe 


Val 


Arg 


Arg 


Gly 


Tyr 


Leu 


He 


Tyr 


Xaa 


Pro 


Val 


Pro Arg 


Xaa 


Ser 








40 










45 










50 






Pro 


Val 


Glu 


Tyr 


Xaa 


Phe 


Phe 


Trp 


Gly 


Pro 


Arg 


Ala 


His 


Val 


Glu 


Ser 






55 










60 










65 








Ser 


Xaa 


Leu 


Lys 


Xaa 


Xaa 


His 


Phe 


Val 


Ala 


Arg 


Val 


Arg 


Asn 


Arg 


Cys 




70 










75 










80 










Ser 


Lys 


Asp 


Trp 


Pro 


Cys 


Asn 


Tyr 


Asp 


Trp 


Asp 


Ser 


Asp 


Asp 


Asp 


Ala 


85 










90 










95 










100 


Glu 


Val 


Glu 


Ala 


He 


Leu 


Asn 


Ser 


Gly 


Ala 


Xaa 


Gly Tyr 


Ser 


Ala 


Pro 










105 










110 










115 





<210> 482 

<211> 86 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -39. . -1 

<220> 

<221> UNSURE 

<222> -32,-31 

<223> Xaa = any one of the twenty amino acids 



378 



(i 



<400> 482 

Met Asn Val Gly 

Met Asn Ser Arg 
-20 

Leu His He Val 
-5 

Trp Thr Leu Thr 
10 

His Thr Val Lys 

Arg Leu Leu Thr 
45 



Thr Ala His Xaa 
-35 

Gly He Trp Leu 

Leu Leu Ser He 
1 

Asn Leu He His 
15 

Gly Thr Pro Phe 
30 

His Trp 



Xaa Val Asn Pro 
-30 

Ser Tyr Val Leu 
-15 

Pro Phe Val Ser 
5 

Asn Met Gly Met 
20 

Glu Thr Pro Asp 
35 



Asn Thr Arg Val 
-25 

Ala He Gly Leu 
-10 

Val Pro Val Val 

Tyr He Phe Leu 
25 

Gin Gly Lys Ala 
40 



<210> 483 

<211> 40 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -27. .-1 



<400> 483 

Met Arg Thr Leu Phe Gly Ala Val Arg Ala Pro Phe Ser Ser Leu Thr 

-25 -20 -15 

Leu Leu Leu He Thr Pro Ser Pro Ser Pro Leu Leu Phe Asp Arg Gly 

-10 -5 15 

Leu Ser Leu Arg Ser Ala Met Ser 
10 



<210> 484 

<211> 65 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -16. .-1 



<220> 

<221> UNSURE 
<222> 41,44 

<223> Xaa = any one of the twenty amino acids 



<400> 484 

Met Leu Gly Phe Phe Leu Phe Leu 

-15 -10 
Leu Arg Leu Phe Gly He Leu Ser 
1 5 
Asn Gin Phe Leu He Asp He Ser 
20 

Lys He Phe Leu Phe Tyr Ala Phe 
35 40 

Thr 



Ser Phe Val Leu Met Tyr Asp Gly 
-5 

Thr Cys Arg Val His His Thr Met 

10 15 
Ser Phe Thr Ser Arg Val Lys Lys 
25 30 
Xaa Gly Cys Xaa Phe Gin Ser Ala 
45 



379 



• 



<210> 485 

<211> 130 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -55. .-1 



<220> 

<221> UNSURE 

<222> -48,-47,-46,-39, -23,-22,17,41,42 

<223> Xaa = any one of the twenty amino acids 



<400> 485 

Met Ala Met Trp Asn Arg Pro Xaa Xaa Xaa Leu Pro Gin Gin Pro Leu 
-55 -50 -45 -40 

Xaa Ala Glu Pro Thr Ala Glu Gly Glu Pro His Leu Pro Thr Gly Arg 

-35 -30 -25 

Xaa Xaa Thr Glu Ala Asn Arg Phe Ala Tyr Ala Ala Leu Cys Gly lie 

-20 -15 -10 

Ser Leu Ser Gin Leu Phe Pro Glu Pro Glu His Ser Ser Phe Cys Thr 

-5 15 
Glu Phe Met Ala Gly Leu Val Xaa Trp Leu Glu Leu Ser Glu Ala Val 
10 15 20 25 

Leu Pro Thr Met Thr Ala Phe Ala Ser Gly Leu Gly Gly Glu Gly Xaa 

30 35 40 

Xaa Cys Val Cys Ser Asn Phe Thr Glu Gly Pro His Leu Glu Gly Arg 

45 50 55 

Pro Asp Gly Asp His Ser Gly Pro Ser Glu Leu Leu Thr Gin Gly Trp 
60 65 70 

Ala Leu 
75 

<210> 486 
<211> 209 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -84 . . -1 



<220> 

<221> UNSURE 

<222> 48,50,74,76 

<223> Xaa = any one of the twenty amino acids 



<400> 486 

Met Val Asn Phe 

Met Leu Val Phe 
-65 

Ser Asp Thr lie 
-50 

Thr Cys Phe Gly 
-35 



Pro Gin Lys lie 
-80 

Thr Leu Val Ala 

lie Arg Glu Gly 
-45 

Tyr Trp Leu Gly 
-30 



Ala Gly Glu Leu 
-75 

lie Leu Leu His 
-60 

Thr Leu Met Gly 

Val Ser Ser Phe 
-25 



Tyr Gly Pro Leu 
-70 

Gly Met Lys Thr 
-55 

Thr Ala He Gly 
-40 

He Tyr Phe Leu 



380 



Ala Tyr Leu Cys 
-20 

Leu Gly Tyr Gly 

Asn lie His Leu 
15 

Gly Leu Ser Thr 
30 

Gly Pro Thr Xaa 
45 

Met Leu Phe Leu 

Gly lie Leu Asp 
80 

Val Pro Arg Asp 
95 

Thr Val Leu Asn 
110 

His 
125 



Asn Ala Gin lie 
-15 

Leu Phe Gly His 
1 

Arg Ala Leu Phe 
20 

Leu Arg Met Val 
35 

Arg Xaa Leu Leu 
50 

Leu Tyr Leu His 
65 

Thr Leu Glu Gly 

lie Pro Ala Met 
100 

Ala Thr Ala Lys 
115 



Thr Met Leu Gin 
-10 

Cys lie Val Leu 
5 

Tyr Leu Phe Trp 

Ala Val Leu Val 
40 

Cys Gly Thr Leu 
55 

Phe Ala Tyr His 
70 

Pro Asn lie Pro 
85 

Leu Pro Ala Ala 

Ala Val Ala Val 
120 



Met Leu Ala Leu 
-5 

Phe lie Thr Tyr 
10 

Leu Leu Val Gly 
25 

Ser Arg Thr Val 

Ala Ala Leu His 
60 

Lys Xaa Val Xaa 
75 

Pro lie Gin Arg 
90 

Arg Leu Pro Thr 
105 

Thr Leu Gin Ser 



<210> 487 

<211> 36 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -17. . -1 



<400> 487 

Met Gly Trp Gin Arg Trp Trp Cys 
-15 -10 
Ala His Pro Pro Gin Gly Leu Gin 

1 5 
Val Gly He Cys 



Phe His Leu Gin Ala Glu Ala Ser 
-5 

Ala Gin Phe Ser Cys Cys Pro Trp 
10 15 



<210> 488 

<211> 44 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -29. . -1 



<400> 488 

Met Met Ser Ser Glu Leu Arg Arg 
-25 

Leu Phe Leu Gin Leu Leu Val Ser 
-10 

Thr Val Thr Thr Asn Phe Leu Arg 
5 10 



Asn Pro His Phe Leu Lys Ser Asn 

-20 -15 
His Glu He Val Cys Ala Thr Glu 
-5 1 
His Glu Lys Ala 
15 



<210> 489 
<211> 163 
<212> PRT 



381 



<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -52 . . -1 



<220> 

<221> UNSURE 

<222> 36,47,54,65,70,103,107,108 

<223> Xaa = any one of the twenty amino acids 



<400> 489 
Met Glu His Tyr 
-50 

Pro Met Pro Gin 
-35 

Gly Ser Lys lie 
-20 

Gly Gly Ser Ala 

Gly Lys Ala Val 
15 

Leu His Gin Leu 
30 

Val Pro Xaa Ser 
45 

His Val Pro Ala 

Asn Glu Cys Gly 
80 

Met Pro Ser Ser 
95 

Thr Arg Ser 
110 



Arg Lys Ala Gly 
-45 

Leu Pro Pro Asp 
-30 

Arg Asn Leu Leu 
-15 

Arg His Val Val 
1 

Ser Cys Ala Glu 
20 

Thr Lys Leu Xaa 
35 

Pro Asp Thr Gly 
50 

Xaa Trp Val Leu 
65 

Tyr Gin Pro Pro 

Ser Cys Gly Pro 
100 



Ser Val Glu Leu 

Thr Leu Glu Met 
-25 

Gly Leu Ala Leu 
-10 

Phe Ser Gly Ser 
5 

He Val Lys Arg 

Phe Leu Gin Thr 
40 

Leu Xaa Pro Leu 
55 

Leu Xaa Arg Asp 
70 

Gly Ala Pro Pro 
85 

Arg Ser Xaa Lys 



Pro Ala Pro Ser 
-40 

Arg Val Arg Asp 

Gly Arg Leu Glu 
-5 

Gly Arg Ala Ala 
10 

Arg Val Pro Gly 
25 

Glu Asp Ser Trp 

Thr Val Arg Arg 
60 

Pro Leu Asp Pro 
75 

Gly Leu Gly Ser 
90 

Arg Ala Xaa Xaa 
105 



<210> 490 

<211> 64 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -47. . -1 



<220> 

<221> UNSURE 

<222> 11,15 

<223> Xaa = any one of the twenty amino acids 



<400> 490 

Met His Gly Phe Glu 
-45 

Lys Val Ser Gin Gly 
-30 

Pro Val Thr Trp Leu 
-15 

Pro Asp Leu Pro Thr 



He He Ser Leu Lys 
-40 

Pro Leu Phe Asn Val 
-25 

Gly Leu Leu Ser Phe 
-10 

Glu Met Pro Leu Xaa 



Glu Glu Ser Pro Leu Gly 
-35 

Thr Ser Gly Ser Ser Ser 
-20 

Gin Asn Leu His Cys Phe 
-5 1 
Ala Lys Gly Xaa Asn Thr 



382 



5 



10 



15 



<210> 491 

<211> 218 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -50. . -1 



<220> 

<221> UNSURE 

<222> 44,47, 58, 91, 99 , 100 , 107 , 113 , 116 , 132 , 134 , 13 5 , 140 , 159 
<223> Xaa = any one of the twenty amino acids 

<400> 491 

Met His His Gly Leu Thr Pro Leu Leu Leu Gly Val His Glu Gin Lys 
-50 -45 -40 -35 

Gin Gin Val Val Lys Phe Leu lie Lys Lys Lys Ala Asn Leu Asn Ala 

-30 -25 -20 

Leu Asp Arg Tyr Gly Arg Thr Ala Leu lie Leu Ala Val Cys Cys Gly 

-15 -10 -5 

Ser Ala Ser lie Val Ser Leu Leu Leu Glu Gin Asn lie Asp Val Ser 

15 10 
Ser Gin Asp Leu Ser Gly Gin Thr Ala Lys Lys Tyr Ala Val Ser Ser 
15 20 25 30 

Arg His Asn Val lie Cys Gin Leu Leu Ser Asp Tyr Lys Xaa Lys Gin 

35 40 45 

Xaa Leu Lys Val Ser Ser Glu Asn Ser Asn Pro Xaa Gin Asp Leu Lys 

50 55 60 

Leu Thr Ser Glu Glu Glu Ser Gin Arg Leu Lys Gly Ser Glu Asn Ser 

65 70 75 

Gin Pro Glu Glu Met Ser Gin Glu Pro Glu lie Asn Xaa Gly Gly Asp 

80 85 90 

Arg Lys Val Glu Xaa Xaa Met Lys Lys His Gly Ser Xaa His Met Gly 
95 100 105 110 

Phe Pro Xaa Asn Leu Xaa Asn Gly Ala Thr Ala Asp Asn Gly Asp Asp 

115 120 125 

Gly Leu lie Pro Pro Xaa Lys Xaa Xaa Thr Pro Glu Ser Xaa Gin Phe 

130 135 140 

Pro Asp Thr Glu Asn Glu Gin Tyr His Arg Asp Phe Ser Gly His Pro 

145 150 155 

Xaa Phe Pro Thr Thr Leu Pro lie Lys Gin 
160 165 



<210> 492 
<211> 216 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -15. . -1 



<220> 

<221> UNSURE 



383 



<222> 72,74,77,82,92,105,115,124 

<223> Xaa = any one of the twenty amino acids 



<400> 492 



Met Val Cys 


Val 


Leu 


Val 


Leu 


Ala 


Ala 


Ala 


Ala 


Gly 


Ala 


Val 


Ala 


Val 


-15 






-10 










-5 










1 


Phe Leu lie 


Leu Arg 


He 


Trp 


Val 


Val 


Leu 


Arg 


Ser 


Met 


Asp 


Val 


Thr 




5 










10 










15 






Pro Arg Glu 


Ser 


Leu 


Ser 


He 


Leu 


Val 


Val 


Ala 


Gly 


Ser 


Gly 


Gly His 


20 










25 










30 








Thr Thr Glu 


He 


Leu 


Arg 


Leu 


Leu 


Gly 


Ser 


Leu 


Ser 


Asn 


Ala 


Tyr 


Ser 


35 








40 










45 










Pro Arg His 


Tyr 


Val 


He 


Ala 


Asp 


Thr 


Asp 


Glu 


Met 


Ser 


Ala 


Asn 


Lys 


50 






55 










60 










65 


lie Asn Ser 


Phe 


Glu 


Leu 


Xaa 


Arg 


Xaa 


Asp 


Arg 


Xaa 


Pro 


Ser 


Asn 


Met 






70 










75 










80 




Xaa Thr Lys 


Tyr 


Tyr 


He 


His 


Arg 


He 


Pro 


Xaa 


Ser 


Arg 


Glu 


Val 


Gin 




85 










90 










95 






Gin Ser Trp 


Pro 


Ser 


Thr 


Val 


Xaa 


Thr 


Thr 


Leu 


His 


Ser 


Met 


Trp 


Leu 


100 










105 










110 








Ser Xaa Pro 


Leu 


He 


His 


Arg 


Val 


Lys 


Pro 


Xaa 


Leu 


Val 


Leu 


Cys 


Asn 


115 








120 










125 










Gly Pro Gly Thr 


Cys 


Val 


Pro 


He 


Cys 


Val 


Ser 


Ala 


Leu 


Leu 


Leu 


Glv 


130 






135 










140 










145 


lie Leu Gly 


He 


Lys 


Lys 


Val 


He 


He 


Val 


Tyr 


Val 


Glu 


Ser 


He 


Cys 






150 










155 










160 




Arg Val Lys 


Thr 


Leu 


Ser 


Met 


Ser 


Gly 


Lys 


He 


Leu 


Phe 


His 


Leu 


Ser 




165 










170 










175 






Asn Tyr Phe 


He 


Val 


Gin 


Trp 


Pro 


Ala 


Leu 


Lys 


Glu 


Lys 


Tyr 


Pro 


Lys 


180 










185 










190 








Ser Val Tyr Leu Gly 


Arg 


He 


Val 


















195 








200 




















<210> 493 




























<211> 134 




























<212> PRT 




























<213> Homo sapiens 
























<220> 




























<221> SIGNAL 


























<222> -19. . - 


■1 


























<220> 




























<221> UNSURE 


























<222> 25,55 




























<223> Xaa = 


any 


one 


of the twenty amino 


acids 










<400> 493 




























Met Pro Leu 


Gly 


Ala 


Arg 


He 


Leu 


Phe 


His 


Gly 


Val 


Phe 


Tyr 


Ala 


Gly 






-15 










-10 










-5 




Gly Phe Ala 


He 


Val 


Tyr 


Tyr 


Leu 


He 


Gin 


Lys 


Phe 


His 


Ser 


Arg 


Thr 




1 








5 










10 








Leu Tyr Tyr 


Lys 


Leu 


Ala 


Val 


Glu 


Gin 


Leu 


Gin 


Xaa 


His 


Pro 


Glu 


Ala 


15 








20 










25 










Gin Glu Ala 


Leu 


Gly 


Pro 


Pro 


Leu 


Asn 


He 


His 


Tyr 


Leu 


Lys 


Leu 


He 


30 






35 










40 










45 


Asp Arg Glu 


Asn 


Phe 


Val 


Asp 


He 


Val 


Xaa 


Ala 


Lys 


Leu 


Lys 


He 


Pro 



384 



50 

Val Ser Gly Ser Lys 
65 

Gly Gly Pro Phe Gin 
80 

Lys Asp Gly Gin Gin 
95 

Asp Glu Val Lys Lys 
110 

<210> 494 
<211> 85 
<212> PRT 
<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> -16 . . -1 

<220> 

<221> UNSURE 
<222> -8,53,57 
<223> Xaa = any one of the twenty amino acids 

<400> 494 



Met 


Ala 


Val 


Thr 


Ala 


Leu 


Ala 


Ala 


Xaa 


Thr Trp Leu Gly Val 


Trp Gly 




-15 










-10 






-5 






Val 


Arg 


Thr 


Met 


Gin 


Ala 


Arg Gly Phe 


Gly Ser Asp Gin Ser 


Glu 


Asn 


1 








5 










10 


15 




Val 


Asp 


Arg 


Gly 


Ala 


Gly 


Ser 


He 


Arg Glu Ala Gly Gly Ala 


Phe 


Gly 








20 










25 


30 






Lys 


Arg 


Glu 


Gin 


Ala 


Glu 


Glu 


Glu 


Arg 


Tyr Phe Arg Ala Gin 


Ser 


Thr 






35 










40 




45 






Glu 


Gin 


Leu 


Ala 


Xaa 


Leu 


Lys 


Lys 


Xaa 


His Glu Glu Glu He 


Val 


His 




50 










55 






60 






His 


Arg 


Glu 


Gly 


Asp 

















65 

<210> 495 
<211> 292 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -29. . -1 

<220> 

<221> UNSURE 

<222> 62, 82, 85, 95, 112, 186, 212, 244 

<223> Xaa = any one of the twenty amino acids 

<400> 495 

Met His Gly Leu Leu His Tyr Leu Phe His Thr Arg Asn His Thr Phe 

-25 -20 -15 

He Val Leu His Leu Val Leu Gin Gly Met Val Tyr Thr Glu Tyr Thr 
-10 -5 1 



55 ' 60 

Ser Glu Gly Leu Leu Tyr Val His Ser Ser Arg 

70 75 
Arg Trp His Leu Asp Glu Val Phe Leu Glu Leu 

85 90 
He Pro Val Phe Lys Leu Ser Gly Glu Asn Gly 
100 105 

Glu 
115 



385 



Trp Glu Val 


Phe 


Gly Tyr 


Cys 


Gin 


Glu 


Leu 


Glu 


Leu 


Ser 


Leu 


His 


Tyr 


5 








10 










15 










Leu Leu Leu 


Pro 


Tyr 


Leu 


Leu 


Leu Gly Val 


Asn 


Leu 


Phe 


Phe 


Phe 


Thr 


20 






25 










30 










35 


Leu Thr Cys 


Gly 


Thr 


Asn 


Pro 


Gly 


He 


He 


Thr 


Lys 


Ala 


Asn 


Glu 


Leu 






40 










45 










50 




Leu Phe Leu 


His 


Val 


Tyr 


Glu 


Phe 


Asp 


Glu 


Xaa 


Met 


Phe 


Pro 


Lys 


Asn 




55 










60 










65 






Val Arg Cys 


Ser 


Thr 


Cys 


Asp 


Leu 


Arg 


Lys 


Pro 


Ala 


Arg 


Ser 


Xaa 


His 


70 










75 










80 








Cys Xaa Val 


Cys 


Asn 


Trp 


Cys 


Val 


His 


Arg 


Phe 


Xaa 


His 


His 


Cys 


Val 


85 








90 










95 










Trp Val Asn 


Asn 


Cys 


He 


Gly 


Ala 


Trp 


Asn 


He 


Arg 


Xaa 


Phe 


Leu 


He 


100 






105 










110 










115 


Tyr Val Leu 


Thr 


Leu 


Thr 


Ala 


Ser 


Ala 


Ala 


Thr 


Val 


Ala 


He 


Val 


Ser 






120 










125 










130 




Thr Thr Phe 


Leu 


Val 


His 


Leu 


Val 


Val 


Met 


Ser Asp 


Leu 


Tyr 


Gin 


Glu 




135 










140 










145 






Thr Tyr lie 


Asp 


Asp 


Leu 


Gly 


His 


Leu 


His 


Val 


Met 


Asp 


Thr 


Val 


Phe 


150 










155 










160 








Leu lie Gin 


Tyr 


Leu 


Phe 


Leu 


Thr 


Phe 


Pro 


Arg 


He 


Val 


Phe 


Met 


Leu 


165 








170 










175 










Gly Phe Val 


Val 


Val 


Leu 


Xaa 


Phe 


Leu 


Leu 


Gly Gly 


Tyr 


Leu 


Leu 


Phe 


180 






185 










190 










195 


Val Leu Tyr 


Leu 


Ala 


Ala 


Thr 


Asn 


Gin 


Thr 


Thr 


Asn 


Glu 


Trp 


Tyr 


Arg 






200 










205 










210 




Xaa Asp Trp 


Ala 


Trp 


Cys 


Gin 


Arg 


Cys 


Pro 


Leu 


Val 


Ala 


Trp 


Pro 


Pro 




215 










220 










225 






Ser Ala Glu 


Pro 


Gin 


Val 


His 


Arg 


Asn 


He 


His 


Ser 


His 


Gly 


Leu 


Ara 


230 










235 










240 








Xaa Asn Leu 


Gin 


Glu 


He 


Phe 


Leu 


Pro 


Ala 


Phe 


Pro 


Cys 


His 


Glu 


Arg 


245 








250 










255 










Lys Lys Gin 


Glu 


























260 




























<210> 496 




























<211> 122 




























<212> PRT 




























<213> Homo sapiens 
























<220> 




























<221> SIGNAL 


























<222> -56 . . - 


■1 


























<220> 




























<221> UNSURE 


























<222> 5,10;19,33 
























<223> Xaa = 


any 


one 


of the twenty amino 


acids 










<400> 496 




























Met Thr Gly Phe 


Leu 


Leu 


Pro 


Pro 


Ala 


Ser 


Arg 


Gly 


Thr 


Arg 


Arg 


Ser 


-55 








-50 










-45 










Cys Ser Arg 


Ser 


Arg 


Lys 


Arg 


Gin 


Thr 


Arg 


Arg Arg 


Arg 


Asn 


Pro 


Ser 


-40 






-35 










-30 










-25 


Ser Phe Val 


Ala 


Ser 


Cys 


Pro 


Thr 


Leu 


Leu 


Pro 


Phe 


Ala 


Cys 


Val 


Pro 






-20 










-15 










-10 




Gly Ala Ser 


Pro 


Thr 


Thr 


Leu 


Ala 


Phe 


Pro 


Pro 


Val 


Xaa 


Leu 


Thr 


Gly 



386 



-5 

Pro Xaa Thr Asp 
10 

Phe Cys Ala Ser 
25 

Pro Gly Val Arg 

Ala His Pro Lys 
60 



Gly lie Pro Phe 
15 

Phe Pro Ser Gly 
30 

Gly Leu Pro Leu 
45 

Val Leu Lys Val 



1 

Ala Leu Xaa Ser 
20 

Xaa Leu Ser Pro 
35 

Pro Ser Val Phe 

50 
Ala Leu 
65 



5 

Ala Ala Gly Pro 

Pro Gly Pro Leu 
40 

Tyr Ser Cys Gly 
55 



<210> 497 

<211> 59 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -28 . . -1 



<220> 

<221> UNSURE 
<222> -26,-19,-2 

<223> Xaa = any one of the twenty amino acids 



<400> 497 

Met Leu Xaa Leu Ser Arg Ala Thr 
-25 

Met Pro Val lie Pro Ala Leu Gin 

-10 -5 
Gly Gin Glu Phe Glu Thr Ser Leu 
5 10 
Glu Leu Leu Lys Pro Arg Arg Arg 
25 



Lys Xaa Gly Arg Ala Arg Trp Leu 
-20 -15 
Glu Ala Xaa Ala Gly Gly Ser Arg 
1 

Ala Asn Met Glu Thr Glu Ala Gly 

15 20 
Arg Leu Gin 
30 



<210> 498 

<211> 99 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -13 . . -1 



<220> 

<221> UNSURE 

<222> 77 

<223> Xaa = any one of the twenty amino acids 



<400> 498 
Met His Leu Leu 
-10 

Ser Met Ala Ala 
5 

Ser Leu Ser Leu 
20 

Thr He Ser Met 



Ser Asn Trp Ala 

Ser Gly Thr Ser 
10 

Arg Asp Val Ser 
25 

Gly Pro Cys Ala 
40 



Asn Pro Ala Ser 
-5 

Trp He Ser Ser 
15 

Glu Arg Leu Cys 
30 

Arg Gly Ser Pro 
45 



Ser Arg Arg Pro 
1 

Thr Leu Ala His 

Ser Cys Trp Arg 
35 

Met Asn Ser Ser 
50 



387 



Gly Val His Arg 
55 

Arg Arg Ser Ser 
70 

Arg Gin Leu 
85 



Lys Ser Ser Arg 

Cys His Leu Glu 
75 



Leu Phe Tyr lie 
60 

Cys Xaa Val He 



Arg Thr Pro Met 
65 

Phe Leu Leu Gly 
80 



<210> 499 

<211> 99 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -13 . . -1 



<220> 

<221> UNSURE 

<222> 75 

<223> Xaa = any one of the twenty amino acids 



<400> 499 
Met His Leu Leu 
-10 

Ser Met Ala Ala 
5 

Ser Leu Ser Leu 
20 

Thr He Ser Met 

Gly Val His Arg 
55 

Arg Arg Ser Ser 
70 

Arg Gin Leu 
85 



Ser Asn Trp Ala 

Ser Gly Thr Ser 
10 

Arg Asp Val Ser 
25 

Gly Pro Cys Ala 
40 

Lys Ser Ser Arg 

Cys His Leu Xaa 
75 



Asn Pro Ala Ser 
-5 

Trp He Ser Ser 
15 

Glu Arg Leu Cys 
30 

Arg Gly Ser Pro 
45 

Leu Phe Tyr lie 
60 

Cys Gin Val He 



Ser Arg Arg Pro 
1 

Thr Leu Ala His 

Ser Cys Trp Arg 
35 

Met Asn Ser Ser 
50 

Arg Thr Pro Met 
65 

Phe Leu Leu Gly 
80 



<210> 500 
<211> 108 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -25 . . -1 



<400> 500 

Met Ser Leu Thr 

-25 

Val Thr He Ala 

Arg Phe Tyr Val 
10 

He Gin Lys Asp 
25 

Leu Gly Asp Lys 
40 



Ser Ser Ser Ser 
-20 

Ala Gly Thr Ala 
-5 

Lys Asp His Arg 
15 

Asn Pro Lys He 
30 

Ala Val Tyr Cys 
45 



Val Arg Val Glu 
-15 

Ala He Gly Tyr 
1 

Asn Lys Ala Met 

Val His Ala Phe 
35 

Arg Cys Trp Arg 
50 



Trp He Ala Ala 
-10 

Leu Ala Tyr Lys 
5 

He Asn Leu His 
20 

Asp Met Glu Asp 

Ser Lys Lys Phe 
55 
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Pro Phe Cys Asp 

Asn Val Gly Pro 
75 



Gly Ala His Thr 
60 

Leu lie lie Lys 



Lys His Asn Glu 
65 

Lys Lys Glu Thr 
80 



Glu Thr Gly Asp 
70 



<210> 501 
<211> 183 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -15. . -1 



<220> 

<221> UNSURE 

<222> 101,110,114,136 

<223> Xaa = any one of the twenty amino acids 



<400> 501 



Met 


Glu 


Ala 


Met 


-15 








Gly 


Phe 


Leu 


Trp 








5 


Gin 


Gly 


Arg 


Arg 






20 




His 


Pro 


Asp 


Asp 




35 






Ala 


Arg 


Leu 


Arg 


50 








Tyr 


Tyr 


Asn 


Gin 


Asp 


Val 


Leu 


Gly 








85 


Asp 


Phe 


Pro 


Xaa 






100 




Xaa 


Val 


Leu 


Leu 




115 






Thr 


Phe 


Asp 


Ala 


130 








Tyr Ala 


Ala 


Val 


Thr Gly 


Gin 


Asp 



165 



Trp Leu Leu Cys 
-10 

Val Trp Asp Ser 

Leu Gly Ala Glu 
25 

Glu Ala Met Phe 
40 

His Trp Val Tyr 
55 

Gly Glu Thr Arg 
70 

lie Pro Leu Ser 

Asp Pro Gly Met 
105 

Gin His He Glu 
120 

Gly Gly Xaa Ser 
135 

Arg Lys Leu Glu 
150 

Phe Lys Glu 



Val Ala Leu Ala 
-5 

Ser Glu Arg Met 
10 

Ser Arg Thr Leu 

Phe Ala Pro Thr 
45 

Leu Leu Cys Phe 
60 

Lys Lys Glu Leu 
75 

Ser Val Met He 
90 

Gin Trp Asp Thr 

Val Asn Gly He 
125 

Gly His Ser Asn 
140 

Gly Gin He Cys 
155 



Val Leu Ala Trp 
1 

Lys Ser Arg Glu 
15 

Leu Val He Ala 
30 

Val Leu Gly Leu 

Ser Ala Gly Asn 
65 

Leu Gin Ser Cys 
80 

He Asp Asn Arg 
95 

Xaa His Val Ala 
110 

Asn Leu Val Val 

His He Ala Leu 
145 

Lys Pro Cys Gly 
160 



<210> 502 
<211> 98 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -15 . . -1 



<220> 

<221> UNSURE 
<222> 20,75,82 
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<223> Xaa = any one of the twenty amino acids 



<400> 502 

Met Glu Ala Met 

-15 

Gly Phe Leu Trp 
5 

Gin Gly Xaa Arg 
20 

His Pro Asp Asp 
35 

Ala Arg Leu Arg 
50 

Arg Arg Glu Leu 
Xaa Ala 



Trp Leu Leu Cys 
-10 

Val Trp Asp Ser 

Leu Gly Ala Glu 
25 

Glu Ala Met Phe 
40 

His Trp Val Tyr 
55 

Ser Glu Tyr Thr 
70 



Val Ala Leu Ala 
-5 

Ser Glu Arg Met 
10 

Ser Arg Thr Leu 

Phe Ala Pro Thr 
45 

Leu Leu Cys Phe 
60 

Glu Xaa Leu Thr 
75 



Val Leu Ala Trp 
1 

Lys Ser Arg Glu 
15 

Leu Val He Ala 
30 

Val Leu Gly Leu 

Ser Ala Val Phe 
65 

Ser Glu Pro Leu 
80 



<210> 503 

<211> 183 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -57. . -1 



<220> 

<221> UNSURE 

<222> 23; 3 0,41, 62, 63, 73, 86, 95, 102 

<223> Xaa = any one of the twenty amino acids 



<400> 503 
Met Asp Val Thr 
-55 

Met Leu Lys Lys 
-40 

Ala Phe He Lys 
-25 

Val Met Glu Phe 

Thr Lys Gly Asn 
10 

Glu He Leu Arg 
25 

Arg Xaa He Lys 
40 

Lys Leu Val Asp 

Arg Xaa Asn Thr 
75 

He Ala Cys Asp 
90 

Leu Trp Ser Leu 
105 

Leu Ser Val Thr 
120 



Gly Asp Glu Glu 
-50 

Tyr Ser His His 
-35 

Lys Asn Pro Pro 
-20 

Cys Gly Ala Gly 
-5 

Thr Leu Lys Glu 
15 

Gly Leu Xaa His 
30 

Gly Gin Asn Val 
45 

Phe Gly Xaa Xaa 
60 

Phe He Gly Thr 

Glu Asn Pro Xaa 
95 

Gly He Thr Ala 
110 

Cys Thr Pro 
125 



Glu Glu He Lys 

Arg Asn He Ala 
-30 

Gly Met Asp Asp 
-15 

Ser Val Thr Asp 
1 

Glu Trp He Ala 

Leu His Gin His 
35 

Leu Leu Thr Glu 
50 

Ala Gin Leu Asp 
65 

Pro Tyr Trp Met 
80 

Ala Thr Tyr Asp 

He Glu Met Ala 
115 



Gin Glu He Asn 
-45 

Thr Tyr Tyr Gly 

Gin Leu Trp Leu 
-10 

Leu He Lys Asn 
5 

Tyr He Cys Xaa 
20 

Lys Val He His 

Asn Ala Glu Val 
55 

Arg Thr Val Gly 
70 

Ala Pro Xaa Val 
85 

Phe Lys Xaa Asp 
100 

Glu Gly Leu Pro 
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<210> 504 
<211> 140 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -14 . . -1 



<220> 

<221> UNSURE 
<222> 83 

<223> Xaa = any one of the twenty amino acids 



<400> 504 

Met Phe Leu Thr 

Trp lie Gly Lys 
5 

Gin Asn Met lie 
20 

Leu Ser Met Pro 
35 

Leu Arg Arg Arg 

Lys Phe Pro Pro 
70 

Xaa His Gin Glu 
85 

Trp lie Thr Glu 
100 

Ser Leu Cys Glu 
115 



Ala Leu Leu Trp 
-10 

His Arg Arg Pro 
10 

Arg Arg Leu Glu 
25 

Tyr Met Thr Arg 
40 

Glu Ala Phe Glu 
55 

His Arg Phe lie 

Met Val Leu lie 
90 

Leu Thr lie Phe 
105 

Asn Glu Leu Trp 
120 



Arg Gly Arg lie 
-5 

Arg Phe Val Ser 

He Glu Ala Glu 
30 

Glu Gin Glu Arg 
45 

Ala He Lys Ala 
60 

Ala Asp Gin Leu 
75 

Leu Ser Arg His 

Thr Trp Ser Gly 
110 

Thr Ser Leu Tyr 
125 



Pro Gly Arg Gin 
1 

Leu Arg Ala Lys 
15 

Asn His Tyr Trp 

Gly His Ala Ala 
50 

Ala Ala Thr Ser 
65 

Asp His Leu Asn 
80 

Pro Trp He Leu 
95 

Leu Lys Asn Cys 



<210> 505 
<211> 59 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -14 . . -1 



<220> 

<221> UNSURE 
<222> 6,14 

<223> Xaa = any one of the twenty amino acids 



<400> 505 

Met Ala Ala Leu Val Thr Val Leu 
-10 

Cys Ser Ala Xaa Leu Gly Arg Ala 

5 10 
Trp Leu Pro Thr Pro Pro Ala Thr 

20 25 
Gly His Met Arg Met Ala Ala Leu 
35 40 



Phe Thr Gly Val Arg Arg Leu His 

-5 1 
Ala Ser Gly Xaa Tyr Ser Arg Asn 
15 

Gly Pro Leu Pro Ser Ser Gin Thr 
30 

Leu Pro Gin 
45 
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<210> 506 

<211> 101 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -36 . . -1 

<220> 

<221> UNSURE 

<222> 41,42,60,64 

<223> Xaa = any one of the twenty amino acids 



<400> 506 



Met 


Gly 
-35 


Pro 


Tyr 


Asn 


Val 


Ala 
-30 


Val 


Pro Ser 


Asp 


Val 
-25 


Ser 


His 


Ala 


Arg 


Phe 


Tyr 


Phe 


Leu 


Phe 


His 


Arg 


Pro 


Leu Arg 


Leu 


Leu 


Asn 


Leu 


Leu 


He 


-20 










-15 








-10 










-5 


Leu 


He 


Glu Gly 


Ser 


Val 


Val 


Phe 


Tyr Gin 


Leu 


Tyr 


Ser 


Leu 


Leu 


Arg 










1 








5 








10 






Ser 


Glu 


Lys 
15 


Trp 


Asn 


His 


Thr 


Leu 
20 


Ser Met 


Ala 


Leu 


He 
25 


Leu 


Phe 


Cys 


Asn 


Tyr 
30 


Tyr 


Val 


Leu 


Phe 


Lys 
35 


Leu 


Leu Arg 


Asp 


Arg 
40 


Xaa 


Xaa 


Leu 


Gly 


Arg Ala 


Tyr 


Ser 


Tyr 


Pro 


Leu 


Asn 


Ser Tyr 


Glu 


Leu 


Lys 


Ala 


Asn 


Xaa 


45 










50 








55 










60 


Ala 


Ala 


Ser 


Xaa 


Gin 
65 























<210> 507 
<211> 341 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -55. . -1 



<400> 507 




















Met 


Arg 


Lys 


Val 


Val 


Leu 


He 


Thr 


Gly Ala Ser Ser 


Gly 


He 


Gly Leu 


-55 










-50 






-45 






-40 


Ala 


Leu 


Cys 


Lys 


Arg 


Leu 


Leu 


Ala 


Glu Asp Asp Glu 


Leu 


His 


Leu Cys 










-35 








-30 






-25 


Leu 


Ala 


Cys 


Arg 


Asn 


Met 


Ser 


Lys 


Ala Glu Ala Val 


Cys 


Ala 


Ala Leu 








-20 










-15 




-10 




Leu 


Ala 


Ser 


His 


Pro 


Thr 


Ala 


Glu 


Val Thr He Val 


Gin 


Val 


Asp Val 






-5 










1 


5 








Ser 


Asn 


Leu 


Gin 


Ser 


Phe 


Phe 


Arg 


Ala Ser Lys Glu 


Leu 


Lys 


Gin Arg 


10 










15 






20 






25 


Phe 


Gin 


Arg 


Leu 


Asp 


Cys 


He 


Tyr 


Leu Asn Ala Gly 


He 


Met 


Pro Asn 










30 








35 






40 


Pro 


Gin 


Leu 


Asn 


He 


Lys 


Ala 


Leu 


Phe Phe Gly Leu 


Phe 


Ser 


Arg Lys 








45 










50 




55 




Val 


He 


His 


Met 


Phe 


Ser 


Thr 


Ala 


Glu Gly Leu Leu 


Thr Gin Gly Asp 






60 










65 




70 
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Lys lie 


Thr 


Ala 


Asp 


Gly 


Leu 


Gin 


Glu 


Val 


Phe 


Glu 


Thr 


Asn 


Val 


Phe 


75 










80 










85 










Gly His 


Phe 


He 


Leu 


He 


Arg 


Glu 


Leu 


Glu 


Pro 


Leu 


Leu 


Cys 


His 


Ser 


90 








95 










100 










105 


Asp Asn 


Pro 


Ser 


Gin 


Leu 


He 


Trp 


Thr 


Ser 


Ser 


Arg 


Ser 


Ala 


Arg 


Lys 








110 










115 










120 




Ser Asn 


Phe 


Ser 


Leu 


Glu 


Asp 


Phe 


Gin 


His 


Ser 


Lys 


Gly Lys 


Glu 


Pro 






125 










130 










135 






Tyr Ser 


Ser 


Ser 


Lys 


Tyr 


Ala 


Thr 


Asp 


Leu 


Leu 


Ser 


Val 


Ala 


Leu 


Asn 




140 










145 










150 








Arg Asn 


Phe 


Asn 


Gin 


Gin 


Gly Leu 


Tyr 


Ser 


Asn 


Val 


Ala 


Cys 


Pro 


Gly 


155 










160 










165 










Thr Ala 


Leu 


Thr 


Asn 


Leu 


Thr 


Tyr 


Gly 


He 


Leu 


Pro 


Pro 


Phe 


He 


Trp 


170 








175 










180 










185 


Thr Leu 


Leu 


Met 


Pro 


Ala 


He 


Leu 


Leu 


Leu 


Arg 


Phe 


Phe 


Ala 


Asn 


Ala 








190 










195 










200 




Phe Thr 


Leu 


Thr 


Pro 


Tyr 


Asn 


Gly 


Thr 


Glu 


Ala 


Leu 


Val 


Trp 


Leu 


Phe 






205 










210 










215 






His Gin 


Lys 


Pro 


Glu 


Ser 


Leu 


Asn 


Pro 


Leu 


He 


Lys 


Tyr 


Leu 


Ser 


Ala 




220 










225 










230 








Thr Thr 


Gly 


Phe 


Gly 


Arg 


Asn 


Tyr 


He 


Met 


Thr 


Gin 


Lys 


Met 


Asp 


Leu 


235 










240 










245 










Asp Glu 


Asp 


Thr 


Ala 


Glu 


Lys 


Phe 


Tyr 


Gin 


Lys 


Leu 


Leu 


Glu 


Leu 


Glu 


250 








255 










260 










265 


Lys His 


He 


Arg 


Val 


Thr 


He 


Gin 


Lys 


Thr 


Asp 


Asn 


Gin Ala Arg 


Leu 








270 










275 










280 




Ser Gly 


Ser 


Cys 


Leu 

























285 



<210> 508 

<211> 108 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> -42. . -1 

<220> 

<221> UNSURE 

<222> 9,32,37,50,51,55 

<223> Xaa = any one of the twenty amino acids 

<400> 508 



Met 


His 


He 


Leu 


Gin 


Leu 


Leu 


Thr 


Thr 


Val 


Asp 


Asp 


Gly 


He 


Gin 


Ala 






-40 










-35 










-30 








He 


Val 


His 


Cys 


Pro 


Asp 


Thr 


Gly 


Lys 


Asp 


He 


Trp 


Asn 


Leu 


Leu 


Phe 




-25 










-20 










-15 










Asp 


Leu 


Val 


Cys 


His 


Glu 


Phe 


Cys 


Gin 


Ser 


Asp 


Asp 


Pro 


Ala 


He 


He 


-10 










-5 










1 








5 




Leu 


Gin 


Xaa 


Gin 


Lys 


Thr 


Val 


Leu 


Ala 


Ser 


Val 


Phe 


Ser 


Val 


Leu 


Ser 








10 










15 










20 






Ala 


He 


Tyr 


Ala 


Ser 


Gin 


Thr 


Glu 


Gin 


Xaa 


Tyr 


Leu 


Lys 


He 


Xaa 


Lys 






25 










30 










35 








Gly Asp 


Gly 


Gly 


Ser 


Gly 


Ser 


Lys 


Gly 


Arg 


Pro 


Xaa 


Xaa 


Gin 


Thr 


Glu 




40 










45 










50 










Xaa 


Phe 


Leu 


Cys 


He 


Ser 


Lys 


Pro 


Ser 


Ser 


Phe 


Leu 
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55 60 65 

<210> 509 
<211> 80 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -26 . . -1 

<400> 509 



Met Glu 


Glu 


He 


Ser 


Ser 


Pro 


Leu 


Val 


Glu 


Phe 


Val 


Lys 


Val 


Leu 


Cys 


-25 










-20 










-15 










Thr Asn 


Gin 


Val 


Leu 


He 


Thr Ala Arg Ala Val 


Pro 


Thr 


Lys 


Lys 


Ala 


-10 








-5 










1 








5 




Ser Val 


Arg 


Cys 


Val 


Glu 


Lys 


Arg 


Phe 


Trp 


He 


Pro 


Lys 


Thr 


Thr 


Ser 






10 










15 










20 






Lys His 


Leu 


Ser 


Arg 


Cys 


He 


Asp 


Gly 


He 


Ser 


Gly 


Phe 


Leu 


Asn 


Asp 




25 










30 










35 








Phe Thr 


Phe 


Cys 


Leu 


Glu 


Phe 


Ser 


Arg 


His 


Arg 


Cys 


Gin 


Leu 


Thr 


Glu 


40 










45 










50 










<210> 510 




























<211> 158 




























<212> PRT 




























<213> Homo sapiens 
























<220> 






























<221> SIGNAL 


























<222> -44. 


-1 


























<400> 510 




























Met Ala 


Gly 


Phe 


Leu 


Asp 


Asn 


Phe 


Arg 


Trp 


Pro 


Glu 


Cys 


Glu 


Cys 


He 








-40 










-35 










-30 




Asp Trp 


Ser 


Glu Arg 


Arg 


Asn 


Ala 


Val 


Ala 


Ser 


Val 


Val 


Ala 


Gly 


He 






-25 










-20 










-15 






Leu Phe 


Phe 


Thr Gly 


Trp 


Trp 


He 


Met 


He 


Asp 


Ala 


Ala 


Val 


Val 


Tyr 




-10 










-5 










1 








Pro Lys 


Pro 


Glu 


Gin 


Leu 


Asn 


His 


Ala 


Phe 


His 


Thr 


Cys 


Gly 


Val 


Phe 


5 








10 










15 










20 


Ser Thr 


Leu 


Ala 


Phe 


Phe 


Met 


He 


Asn 


Ala 


Val 


Ser 


Asn 


Ala 


Gin 


Val 








25 










30 










35 




Arg Gly 


Asp 


Ser 


Tyr 


Glu 


Ser 


Gly Cys 


Leu Gly 


Arg 


Thr 


Gly 


Ala 


Arg 






40 










45 










50 






Val Trp 


Leu 


Phe 


He 


Gly Phe 


Met 


Leu 


Met 


Phe 


Gly 


Ser 


Leu 


He 


Ala 




55 










60 










65 








Ser Met 


Trp 


He 


Leu 


Phe Gly Ala 


Tyr 


Val 


Thr 


Gin 


Asn 


Thr 


Asp 


Val 


70 










75 










80 










Tyr Pro 


Gly 


Leu 


Ala 


Val 


Phe 


Phe 


Gin 


Asn 


Ala 


Leu 


He 


Phe 


Phe 


Ser 


85 








90 










95 










100 


Thr Leu 


He 


Tyr 


Lys 

1 nc 


Phe 


Gly Arg 


Thr 


Glu 
1 T n 


Glu 


Leu 


Trp 


Thr 







105 110 



<210> 511 
<211> 130 
<212> PRT 



3 94 



<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -28 . . -1 



<400> 511 
Met Asn Trp Glu 
-25 

Leu Leu Leu Val 
-10 

Thr Leu Leu Trp 
5 

Thr Asp Met Val 

Glu Leu Ala Tyr 
40 

Ala Arg Arg Val 
55 

Asn Gly Asn Leu 
70 

Thr Asp Thr Gly 
85 

lie Trp 



Leu Leu Leu Trp 

Gin Leu Leu Arg 
-5 

Ala Glu Trp Gin 
10 

Val Trp Val Thr 
25 

Gin Leu Ser Lys 

His Glu Leu Glu 
60 

Lys Glu Lys Asp 
75 

Ser His Glu Ser 
90 



Leu Leu Val Leu 
-20 

Phe Leu Arg Ala 

Gly Arg Arg Pro 
15 

Gly Ala Ser Ser 
30 

Leu Gly Val Ser 
45 

Arg Val Lys Arg 

lie Leu Val Leu 
80 

Gly Tyr Gin Ser 
95 



Cys Ala Leu Leu 
-15 

Asp Gly Asp Leu 
1 

Glu Trp Glu Leu 
20 

Gly He Gly Glu 
35 

Leu Val Leu Ser 
50 

Arg Cys Leu Glu 
65 

Pro Leu Asp Leu 

Cys Ser Pro Gly 
100 



<210> 512 
<211> 199 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> -62 . . -1 



<220> 

<221> UNSURE 

<222> -46,125 

<223> Xaa = any one of the twenty amino acids 



<400> 512 

Met Ser Gin Arg Ser 
-60 

Xaa Leu He Glu Leu 
-45 

Val Leu Pro His Met 
-30 

Asn Ser He Leu Gly 
-10 

Ala Ser Lys His Ala 
5 

Leu Ala Thr Tyr Pro 
20 

Val Gin Ser Asn He 
35 

Thr He Gly Asn Asn 
55 

Cys Val Arg Leu Met 



Leu Cys Met Asp Thr 
-55 

Asn Tyr Leu Gly Thr 
-40 

He Glu Arg Lys Gin 
-25 

He He Ser Val Pro 
-5 

Leu Arg Gly Phe Phe 
10 

Gly He He Val Ser 
25 

Val Glu Asn Ser Leu 
40 

Gly Asn Gin Ser His 
60 

Leu He Ser Met Ala 



Ser Leu Asp Val Tyr Arg 
-50 

Val Ser Leu Thr Lys Cys 
-35 

Gly Lys He Val Thr Val 
-20 -15 
Leu Ser He Gly Tyr Cys 
1 

Asn Gly Leu Arg Thr Glu 
15 

Asn He Cys Pro Gly Pro 
30 

Ala Gly Glu Val Thr Lys 
45 50 
Lys Met Thr Thr Ser Arg 
65 

Asn Asp Leu Lys Glu Val 



395 



70 75 80 

Trp lie Ser Glu Gin Pro Phe Leu Leu Val Thr Tyr Leu Trp Gin Tyr 

85 90 95 

Met Pro Thr Trp Ala Trp Trp lie Thr Asn Lys Met Gly Lys Lys Arg 

100 105 110 

lie Glu Asn Phe Lys Ser Gly Val Asp Ala Xaa Ser Ser Tyr Phe Lys 
115 120 125 130 

lie Phe Lys Thr Lys His Asp 
135 

<210> 513 
<211> 180 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -25. .-1 

<220> 

<221> UNSURE 
<222> 4,78,112 

<223> Xaa = any one of the twenty amino acids 



<400> 513 



Met 


Asn 


Thr 


Val 


Leu 


Ser 


Arg 


Ala 


Asn 


Ser 


Leu 


Phe 


Ala 


Phe 


Ser 


Leu 


-25 










-20 










-15 










-10 


Ser 


Val 


Met 


Ala 


Ala 


Leu 


Thr 


Phe 


Gly 


Cys 


Phe 


He 


Xaa 


Thr 


Ala 


Phe 


Lys 


Asp 


Arg 


Ser 


-5 
Val 


Pro 


Val 


Arg 


Leu 


1 

His 


Val 


Ser 


Arg 


5 

He 


Met 


Leu 






10 










15 










20 








Lys 


Asn 


Val 


Glu 


Asp 


Phe 


Thr 


Gly 


Pro 


Arg 


Glu 


Arg 


Ser 


Asp 


Leu 


Gly 




25 










30 










35 










Phe 


He 


Thr 


Phe 


Asp 


He 


Thr 


Ala 


Asp 


Leu 


Glu 


Asn 


He 


Phe 


Asp 


Trp 


40 










45 










50 










55 


Asn 


Val 


Lys 


Gin 


Leu 


Phe 


Leu 


Tyr 


Leu 


Ser 


Ala 


Glu 


Tyr 


Ser 


Thr 


Lys 










60 










65 










70 




Asn 


Asn 


Ala 


Leu 


Asn 


Gin 


Xaa 


Val 


Leu 


Trp 


Asp 


Lys 


He 


Val 


Leu 


Arg 








75 










80 










85 






Gly 


Asp 


Asn 


Pro 


Lys 


Leu 


Leu 


Leu 


Lys 


Asp 


Met 


Lys 


Thr 


Lys 


Tyr 


Phe 






90 










95 










100 








Phe 


Phe 


Asp 


Asp 


Gly 


Asn 


Gly 


Leu 


Xaa 


Gly 


Asn 


Arg 


Asn 


Val 


Thr 


Leu 




105 










110 










115 










Thr 


Leu 


Ser 


Trp 


Asn 


Val 


Val 


Pro 


Asn 


Ala 


Gly 


He 


Leu 


Pro 


Leu 


Val 


120 










125 










130 










135 


Thr 


Gly 


Ser 


Gly 


His 


Val 


Ser 


Val 


Pro 


Phe 


Pro 


Asp 


Thr 


Tyr 


Glu 


He 










140 










145 










150 




Thr 


Lys 


Ser 


Tyr 



























155 

<210> 514 
<211> 120 
<212> PRT 
<213> Bos taurus 

<400> 514 

Met Met Thr Gly Arg Gin Gly Arg Ala Thr Phe Gin Phe Leu Pro Asp 
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1 








5 










10 










15 




Glu 


Ala 


Arg 


Ser 


Leu 


Pro 


Pro 


Pro 


Lys 


Leu 


Thr 


Asp 


Pro 


Arg 


Leu 


Ala 








20 










25 










30 






Phe 


Val 


Gly 


Phe 


Leu 


Gly Tyr 


Cys 


Ser 


Gly 


Leu 


He 


Asp 


Asn 


Ala 


He 






35 










40 










45 








Arg Arg 


Arg 


Pro 


Val 


Leu 


Leu 


Ala 


Gly 


Leu 


His 


Arg 


Gin 


Leu 


Leu 


Tyr 




50 










55 










60 










He 


Thr 


Ser 


Phe 


Val 


Phe 


Val 


Gly 


Tyr 


Tyr 


Leu 


Leu 


Lys 


Arg 


Gin 


Asp 


65 










70 










75 










80 


Tyr 


Met 


Tyr 


Ala 


Val 


Arg 


Asp 


His 


Asp 


Met 


Phe 


Ser 


Tyr 


He 


Lys 


Ser 










85 










90 










95 




His 


Pro 


Glu 


Asp 


Phe 


Pro 


Glu 


Lys 


Asp 


Lys 


Lys 


Thr 


Tyr 


Gly 


Glu 


Val 








100 










105 










110 






Phe 


Glu 


Glu 


Phe 


His 


Pro 


Val 


Arg 



















115 120 



<210> 515 

<211> 1082 

<212> DNA 

<213> Homo sapiens 



<400> 515 

gatcccagac ctcggcttgc agtagtgtta gactgaagat aaagtaagtg ctgtttgg^c 60 

taacaggatc tcctcttgca gtctgcagcc caggacgctg attccagcag cgccttaccg 12 0 

cgcagcccga agattcacta tggtgaaaat cgccttcaat acccctaccg ccgtgcaaaa 180 

ggaggsiggcg cggcaagacg tggaggccct cctgagccgc acggtcagaa ctcagatact 240 

gaccggcaag gagctccgag ttgccaccca ggaaaaagag ggctcctctg ggagatgtat 3 00 

gcttactctc ttaggccttt cattcatctt ggcaggactt attgttggtg gagcctgcat 360 

ttacaagtac ttcatgccca agagcaccat ttaccgtgga gagatgtgct tttttgattc 420 

tgaggatcct gcaaattccc ttcgtggagg agagcctaac ttcctgcctg tgactgagga 4 80 

ggctgacatt cgtgaggatg acaacattgc aatcattgat gtgcctgtcc ccagtttctc 540 

tgatagtgac cctgcagcaa ttattcatga ctttgaaaag ggaatgactg cttacctgga 600 

cttgttgctg gggaactgct atctgatgcc cctcaatact tctattgtta tgcctccaaa 660 

aaatctggta gagctctttg gcaaactggc gagtggcaga tatctgcctc aaacttatgt 720 

ggttcgagaa gacctagttg ctgtggagga aattcgtgat gttagtaacc ttggcatctt 780 

tatttaccaa ctttgcaata acagaaagtc cttccgcctt cgtcgcagag acctcttgct 840 

gggtttcaac aaacgtgcca ttgataaatg ctggaagatt agacacttcc ccaacgaatt 900 

tattgttgag accaagatct gtcaagagta agaggcaaca gatagagtgt ccttggtaat 960 

aagaagtcag agatttacaa tatgacttta acattaaggt ttatgggata ctcaagatat 1020 

ttactcatgc atttactcta ttgcttatgc cgtaaaaaaa aaaaaaaaaa aaaaaaaaaa 1080 

aa 1082 



<210> 516 

<211> 559 

<212> DNA 

<213> Homo sapiens 



<400> 516 

ctgctccagc gctgacgccg agccatggcg gacgaggagc ttgaggcgct gaggagacag 60 

aggctggccg agctgcaggc caaacacggg gatcctggtg atgcggccca acaggaagca 12 0 

aagcacaggg aagcagaaat gagaaacagt atcttagccc aagttctgga tcagtcggcc 18 0 

cgggccaggt taagtaactt agcacttgta aagcctgaaa aaactaaagc agtagagaat 24 0 

taccttatac agatggcaag atatggacaa ctaagtgaga aggtatcaga acaaggttta 300 

atagaaatcc ttaaaaaagt aagccaacaa acagaaaaga caacaacagt gaaattcaac 360 

agaagaaaag taatggactc tgatgaagat gacgattatt gaactacaag tgctcacaga 42 0 

ctagaactta acggaacaag tctaggacag aagttaagat ctgattattt actttgttta 480 

ttgtctatat gccttttaaa aaaataaact tgttatgcaa aaaaaaaaaa aaaaaaaaaa 540 
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aaaaaaaaaa aaaaaaaaa 



559 



<210> 517 
<211> 110 
<212> PRT 

<213> Homo sapiens 
<400> 517 

Met Phe Cys Pro Leu Lys Leu lie Leu Leu Pro Val Leu Leu Asp Tyr 

15 10 15 

Ser Leu Gly Leu Asn Asp Leu Asn Val Ser Pro Pro Glu Leu Thr Val 

20 25 30 

His Val Gly Asp Ser Ala Leu Met Gly Cys Val Phe Gin Ser Thr Glu 

35 40 45 

Asp Lys Cys lie Phe Lys lie Asp Trp Thr Leu Ser Pro Gly Glu His 

50 55 60 

Ala Lys Asp Glu Tyr Val Leu Tyr Tyr Tyr Ser Asn Leu Ser Val Pro 
65 70 75 80 

lie Gly Arg Phe Gin Asn Arg Val His Leu Met Gly Asp Asn Leu Cys 

85 90 95 

Asn Asp Gly Ser Leu Leu Leu Gin Asp Val Gin Asp Val Glu 
100 105 110 

<210> 518 
<211> 4544 
<212> DNA 

<213> Homo sapiens . 
<400> 518 

ccgagaaggg cttcaggacg cgggaggcgc acttgcttca agtcgcgggc gtgggaacgg 60 
ggttgcaaaa cggggccttt ttatccgggc ttgcttccgg cgtcatggct caaagggcct 120 
tcccgaatcc ttatgctgat tataacaaat ccctggccga aggctacttt gatgctgccg 180 
ggaggctgac tcctgagttc tcacaacgct tgaccaataa gattcgggag cttcttcagc 24 0 
aaatggagag aggcctgaaa tcagcagacc ctcgggatgg caccggttac actggctggg 3 00 
caggtattgc tgtgctttac ttacatcttt atgatgtatt tggggaccct gcctacctac 360 
agttagcaca tggctatgta aagcaaagtc tgaactgctt aaccaagcgc tccatcacct 420 
tcctttgtgg ggatgcaggc cccctggcag tggccgctgt gctatatcac aagatgaaca 480 
atgagaagca ggcagaagat tgcatcacac ggctaattca cctaaataag attgatcctc 540 
atgctccaaa tgaaatgctc tatgggcgaa taggctacat ctatgctctt ctttttgtca 600 
ataagaactt tggagtggaa aagattcctc aaagccatat tcagcagatt tgtgaaacaa 660 
ttttaacctc tggagaaaac ctagctagga agagaaactt cacggcaaag tctccactga 72 0 
tgtatgaatg gtaccaggaa tattatgtag gggctgctca tggcctggct ggaatttatt 78 0 
actacctgat gcagcccagc cttcaagtga gccaagggaa gttacatagt ttggtcaagc 84 0 
ccagtgtaga ctacgtctgc cagctgaaat tcccttctgg caattaccct ccatgtatag 900 
gtgataatcg agatctgctt gtccattggt gccatggcgc ccctggggta atctacatgc 960 
tcatccaggc ctataaggta ttcagagagg aaaagtatct ctgtgatgcc tatcagtgtg 1020 
ctgatgtgat ctggcaatat gggttgctga agaagggata tgggctgtgc cacggttctg 1080 
cagggaatgc ctatgccttc ctgacactct acaacctcac acaggacatg aagtacctgt 1140 
atagggcctg taagtttgct gaatggtgct tagagtatgg agaacatgga tgcagaacac 12 00 
cagacacccc tttctctctc tttgaaggaa tggctggaac aatatatttc ctggctgacc 1260 
tgctagtccc cacaaaagcc aggttccctg catttgaact ctgaaaggat agcatgccac 132 0 
ctgcaactca ctgcatgacc ctttctgtat attcaaaccc aagctaagtg cttccgttgc 1380 
tttccaagga aacaaagagt caaactgtgg acttgatttt gttagctttt ttcagaattt 1440 
atctttcatt cagttccctt ccattatcat ttacttttac ttagaagtat ccaaggaagt 1500 
cttttaactt taatttccat ttcttcctaa agggagagtg agtgatatgt acagtgtttt 1560 
gagattgtat acatatattc cagaacttgg aggaaatctt atttaagttt atgaatataa 1620 
ccatctgtta ctgttctaaa aatgtttaaa agaaactcaa tacagataaa gataaatatg 1680 
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# 



tgactattat tgggtattac acttcacttc tctttaatat ttttcctcca actggagggc 1740 

agacaatttt ctgacttgct tttctctagg tggttcattt tgaaagggga cagaaatata 1800 

actaaatgct tccaggagaa aaattccaag agttacaatc tggacttggt acctaaatat 1860 

cattttttaa attcttgatg cctatttgga ctagaggtaa acatactttc agattggcct 1920 

gtttttgtcg gtaaggcata cagccttcag aagccaacat ttttaatcaa aaacttataa 1980 

aacatgatga tcattgtgaa aattctgagt tgaaggttag tttaagataa gctaacaata 2040 

acagtctgtg ttttctctaa aataatctga gttttttgga actctttatt taaatatgtg 2100 

tgtttttcag tattcaaata agatcaggaa gccaattttc tatgtatgaa tatgctttaa 2160 

cctaggattt cagtccactc tgactgactt tctaaacttt aacttgggtt tttacagtga 2220 

ctatgcatta gtgctgactc tttggtataa gccataaaat attttccttc ctatcaattt 2280 

atctgaactt tggtcttttc actaaattgt acagtattct acttctgttt aaaaagggga 2340 

gatgagaaag ggaatactat ctaaccaata acttgaacaa aaacactaaa ctaagcattt 2400 

aatagaaatg ctttttattg aggaggtatt atccagagtt catgcttaga acaaatgcat 2460 

ctttgcgtat cctagactta acaattcatc agtttctgag accacagaat caggttttcc 2520 

gtagtagata aagactctct ggtgcttcaa attctgttca agtgttttga ctcatcagct 2 580 

tctactcttt ctattactgc ctttgcctgg cttgttttgt ctctttgcaa ctgattttgc 2640 

aaaaaaaaat tgtagcttta aaataacagg gtctaagtat tttaaatgtg cctatttcac 2 700 

agctctcttg gtcacaaaaa catgctattt ttattggaac ttcaaaccaa atccccactg 2760 

agtgtgtact ggttcctgca ggtagcagtc tcctattatc tcctgtttag caccaaaaga 2820 

gctaatatta ttggaaactg accttttaaa ggccactggc agtaggattt aaaaagcagc 2880 

ccactgctca gtttccagga tcagcttcct ccttctgtca cttgtgtaag ttggcactac 2 94 0 

cttgtgcctc tcagattgct gaagtgctgc tggtaagcat gtgcatgctc tgcctttctt 3000 

gtgaaagttt tcaatcagcg atatcagcac ttacagtaag aagtaaaagt agtgcacagc 306 0 

aaagctaatt tgcctttgcc tggggtgttc agcttgaaag aataaagctc atttggttta 312 0 

gttaaatgtc ttactctact gtgcctatgc ttttagctgc gttactaagc aagggaaaaa 3180 

taacagtttc tctgagccag agaagacttg atcacagttc tccaagcatc gtgatagcaa 3240 

tgcttaaccc caggaagatt tcaaggcagg gagaagaaca tttcaaataa gattcttgtt 3300 

aacccattta tgcctagtgt tccattattg gaatgctaag cttgtgggag tcatttacat 3360 

cctactgctc aaagtcattg ccaaggtctg atttttcaca caaaaaattg caacccccag 342 0 

cataaatggg ttagctactg tcatcagtta gcaaattcat ccacacaaac acaattagag 3480 

tttggttttt ttttaagctt ttcaaaactt actaaactgg cacaatttta tatgtatgct 3540 

atttgttgta tttatgctta agagcaaaaa agttttgatg ggattttaaa ttcagcaaag 3600 

cctacaacgc tgagacaatc ccctaacaac atggtagtaa ctaaagaaac ttttatacta 3660 

ggcttcttag ttttaaaagg aagtggcatc attgtttcag ttctagtttg tatttttctc 3720 

tcagatattt ttcttcttta aaaatctttc ccagaagttg gttcctagaa aactcaatac 3780 

catcatctct tatctctata cagggactag gtaataaaac cttcaaaggt tgtcaaaggt 3840 

catcaagcag tgttcattta tcctgtcaca tgtttctgtt tctatagtaa tttagaaatt 3900 

gcaaatagtt aacttttcat catgtaaaaa gttaacatta tcctatttcc atagatacca 3 960 

tggacggcgg tgtggcctga gttgtcagtc tttaatcctg agtcatgtgg ctctcttttc 4020 

atctttgatg tcagttccaa ttatttggca tcaaaaacct tcatggtagg tagagtttta 4080 

ggtaaaagtg gatctagggt tactttcttt attaacattt cctaaataac tgaattgaga 4140 

gacatactct gctactatgt cctcaggtta atttttgtct gatcttacga tgccctgcct 42 00 

tttactagct actttagaaa tagaaaatgt gaagagtgac tatttacatg tatactcctt 4260 

tggctgctag aactcatctg tagtccttta ttatttacac tgaattccaa tttcatttct 4320 

cttccgctaa gtaagagcac ctcattcctg tgttttctct actattgagc tgtagacgaa 4380 

ctgtttctct aattataaag caaactgttt gggatattca gggaaactac cccaatgtta 4440 

tgttgtcatt taatgggaaa ggctgggatc atatgtattt ctatgttctg taaagtattt 4500 

gacttactag ttctcaataa aattttatta ggactataaa aaaa 4544 

<210> 519 
<211> 1779 
<212> DNA 

<213> Mus musculus 
<400> 519 

ggtccggaat tcccgggtcg acccacgcgt ccgctggcct tgggcgcaga ccccggccgg 60 

tcccggggct gcctctttaa gggagggggt ggagccgcga gtcaggcgcg aggagctcca 120 
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gaaatcttga ggccagagcc ccgcacctcg gcgcagccat gagtgcggag gtgaaggtga 180 

cagggcagaa ccaagagcag tttctgctcc ttgccaagtc ggctaagggg gcggcactgg 24 0 

ccacactcat ccaccaggtg ctggaggccc ctggtgtcta cgtgtttggg gaactgctgg 3 00 

atatgcctaa tgttagagag ctggcagaaa gcgactttgc ctccaccttc cggctgctca 36 0 

cagtgtttgc ctatgggacc tatgcggact acttagctga agccaggaat ctccccccac 420 

tgactgacgc acagaagaat aagcttcgac atctgtcagt tgtcactctg gctgccaaag 480 

tcaagtgtat cccatatgca gtgttgctgg aggcccttgc ccttcgaaac gtgcgccagc 540 

tggaagacct tgtgatcgag gctgtgtatg ctgatgtcct tcgtggctct ctggaccagc 600 

gcaatcagcg gctagaggtt gattacagca tcgggcggga catccagcgc caggacctca 660 

gtgccatcgc ccagaccctg caagagtggt gcgtgggctg tgaggttgtg ttgtcgggca 72 0 

tcgaagagca ggtcagccgt gccaaccagc acaaggagca gcagctgggc ctgaagcagc 780 

agatcgaaag tgaggttgcc aaccttaaga aaaccattaa agttacgaca gcagctgctg 84 0 

ctgcagccac ctcccaggat cctgagcaac acctgacaga gctgagagaa ccagcttctg 900 

gcaccaacca gcgccagccc agcaagaaag cctccaaggg caagggactc cgagggagcg 960 

ccaagatttg gtccaagtcg aactgaaagg acttgtttct tccctgggaa tgtggggtcc 1020 

cagctgccta cctgcctacc ccttaggagt cctcagagcc ttcctgtgcc cctggccagc 1080 

tgataatgct agttcattac ttttcatctc ctccaccccc aagcataagc cacaccctct 1140 

gtagggagga ggccagtgca ggtcatgttc tgttggtacc tcttatgtgt tccatgctct 12 00 

tccccagcac gcttgctctc atcgtttttc cgcactgtgt ctgcccatta cccctgtcat 1260 

tgagcaggtt ggcagtccta tggagggtgc tggctcttaa ccacccacac ctacccctgc 132 0 

atgcctaatc tgcagttcct cctcctcccc ttgcctagtg ggctgcatct gaaaagccat 13 80 

ggggaagggg gtctccacct tcattccagc cttagagttc tggagccagt ctgctaccct 1440 

gggagtcgct ggacattttc ctcccagaac cccatcacac tacaattgtt tctttcctct 1500 

ctcatctcct tgggcctggg gatactgctg cttcagtgac cccagagcct gagaacagct 1560 

atttttgaga tgttaagaaa tggttctttg ttgctcatca tcttaggaag cccaatggaa 1620 

atcctggaag gatttatatc tcctcctgtg gttctggtgg ggaaggaaat atagattgta 1680 

tattaaaaat aaaaaatata tatgaatagg tctatatata ttgacacatg acacagaaat 1740 

aaatgtatga gaaatgtatg tacaaaaaaa aaaaaaaaa 1779 
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